Db 



181 GGGAAAGCCCCTAACCTCCTGATCTATACTGCATCCACTTTACAAAGTGGGGTCCCATCA 2 4 0 



Qy 24 7 AGGTTCAGCGGCAGTGGATCTGGGACAGATTTCAGTGTCACCATCAGCAGCCTGCAGCCT 3 06 

1 1 1 1 I M I M M I 1 1 1 1 M 1 1 M I I 1 1 1 I M 1 1 M M 1 1 1 M 1 1 1 1 1 I 1 1 M 1 1 M Ml 

Db 241 AGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAACCT 3 00 

Qy 3 07 GAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGCCAG 3 66 

II 1 1 MM II MM Ml IMIIIII III II Mill I I II MM llllll Ml 

Db 3 01 GAAGATTTTGCAACTTACTATTGTCAACAGGCTAACATTTTCCCGCTCACTTTCGGCGGA 360 

Qy 3 67 GGGACCAAGCTGGAGATCAAAC 3 88 

MMMIM llllllllllll 

Db 361 GGGACCAAGGTGGAGATCAAAC 3 82 



RESULT 12 
US-10-309-762- 



111 



Sequence 111, Application US/10309762 
Publication No. US2 004 0018198A1 
GENERAL INFORMATION: 

APPLICANT: Gudas, Jean 

APPLICANT: Foltz, Ian 

APPLICANT: Handa , Masahisa 
APPLICANT: Gallo, Michael 

TITLE OF INVENTION: ANTIBODIES AGAINST CARBOXIC ANHYDRASE IX 

TITLE OF INVENTION: (CA IX) TUMOR ANTIGEN 

FILE REFERENCE: ABGENIX.027A 

CURRENT APPLICATION NUMBER: US/ 10 /3 0 9 , 762 

CURRENT FILING DATE: 2002-12-02 

PRIOR APPLICATION NUMBER: 60/337275 

PRIOR FILING DATE: 2001-12-03 

NUMBER OF SEQ ID NOS : 246 

SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 111 
LENGTH : 3 81 
TYPE: DNA 

ORGANISM: Homo sapiens 
US-10-309-762-111 



Query Match 87.3%; Score 338.8; DB 16; Length 381; 

Best Local Similarity 94.8%; Pred. No. 4.6e-97; 

Matches 362; Conservative 0; Mismatches 17; Indels 3; 



Gaps 



Qy 



Db 



7 ATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATGC 6 6 

MM IIMII IIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIII 

1 ATGAGGGTCCCTGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATGC 6 0 



Qy 

Db 

Qy 

Db 

Qy 



67 GACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACC 12 6 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIII 

61 GACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACC 12 0 

12 7 ATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAAACCA 18 6 

IMIIIMIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIMIMIIIIIIII llllll 
12 1 ATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCA 180 

187 GGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCATCA 24 6 

IIIMIIIIIIIIII Mlllllllll II lllllll IMIMIIIIMIIIIIIIII 



Db 



181 



GGG AAAGCCCCTAAGGTCCTGATCTATTCTACATCCAGGTTGCAAAGTGGGGTCCCATCA 2 4 0 



Qy 24 7 AGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCT 3 06 

IIMIMIMIIIIIIIIIIIIIIMMIMIIIIIIIIIIIIIIMIII Illllllll 

Db 241 AGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGTCTGCAGCCT 3 00 

Qy 3 07 GAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGCCAG 3 66 

- Illllllllllllllllllllllllllllllll I lllllll I Illllllll 
Db 3 01 GAAGATTTTGCAACTTACTATTGTCAACAGGCTGACAGTTTCCGG AGGTTCGGCCAA 3 57 



Qy 3 67 GGGACCAAGCTGGAGATCAAAC 38 8 

Illllllll Mil lllllll 

Db 3 58 GGGACCAAGGTGGAAATCAAAC 37 9 



RESULT 13 

US-09-905-243-57 

; Sequence 57, Application US/09905243 
; Patent No. US20020062009A1 
; GENERAL INFORMATION: 

APPLICANT: Taylor, Alexander H 
; TITLE OF INVENTION: Monoclonal Antibodies with Reduced 
; TITLE OF INVENTION: Immunogenici ty 

FILE REFERENCE: P50770 

CURRENT APPLICATION NUMBER: US/09/905 , 243 
CURRENT FILING DATE: 2001-07-16 
; PRIOR APPLICATION NUMBER: 09/300,970 
PRIOR FILING DATE: 1999-04-28 
NUMBER OF SEQ ID NOS : 97 

SOFTWARE: FastSEQ for Windows Version 3.0 
; SEQ ID NO 5 7 

LENGTH: 3 90 

TYPE: DNA 
; ORGANISM: Macaca cynomolgus 

FEATURE : 

NAME/KEY: CDS 

LOCATION: (1) ... (390) 
US-09-905-243-57 



Query Match 87.2%; Score 338.4; DB 9; Length 390; 

Best Local Similarity 92.0%; Pred. No. 6.2e-97; 

Matches 357; Conservative 0; Mismatches 31; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

llllllllll IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI III MM II 

Db 1 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGCTCCTAGGTGCC 6 0 



Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

lllll MIMMIillMIMMIIIM llllll I II 1 1 II I II I II II I II M I M 

Db 61 AGATGTGACATCCAGATGACCCAGTCTCCTTCTTCCTTGTCTGCATCTGTAGGAGACAGA 12 0 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 180 

MMMIMIMM I II lllllll llllllll lllllllllllllllllllll 

Db 121 GTCACCATCACTTGCCAAGCCAGTCAGGGTATTAGCAACTGGTTAGCCTGGTATCAGCAG 180 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

lllll MMMMMMMMMMMMMIIIMMMII Ml Mllllllllll 



Db 181 AAACCGGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCACTTTCCAAAGTGGGGTC 24 0 

Qy 2 41 CCATC AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACGATCAGCAGCCTG 3 00 

MlllillllllllllMIIIIMIIIIIIMIII llllllllllllllllllllllll 

Db 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGAGTTCACTCTCACCATCAGCAGCCTG 3 00 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

INI II III II Ml Ml III I II III Mlllllll Mill II III IMIM 

Db 3 01 CAGCCTGAAGATTTTGCAACTTAGTACTGTCAACAGTATAATACTTACCCTCTCACTTTC 3 60 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 38 8 

III lllllllll llllllllllll 
Db 361 GGCGGAGGGACCAAGGTGGAGATCAAAC 38 8 



RESULT 14 
US-10-3B9-221-10 

Sequence 10, Application US/10389221 
Publication No. US200302 19442A1 
GENERAL INFORMATION: 
APPLICANT: Gemini Science, Inc., 
APPLICANT: Mikayama, Toshifumi 
APPLICANT: Wang, Rongfang 
APPLICANT: Kato, Shinichiro 
APPLICANT: Cheroutre, Hilde 

TITLE OF INVENTION: HUMAN MONOCLONAL ANTIBODIES TO INFLUENZA M2 PROTEIN AND 
METHODS OF MAKING 

TITLE OF INVENTION: AND USING SAI^E 
FILE REFERENCE: 0212 86-03 023 03 
CURRENT APPLICATION NUMBER: US/ 1 0/ 3 8 9 , 2 2 1 
CURRENT FILING DATE: 2003-03-13 
PRIOR APPLICATION NUMBER: 60/364,997 
PRIOR FILING DATE: 2002-03-13 
NUMBER OF SEQ ID NOS : 3 0 
SOFTWARE: Patentin version 3.1 
SEQ ID NO 10 
LENGTH: 3 84 
TYPE; DNA 

ORGANISM: Homo sapiens 
US-10-389-221-10 



Query Match 86.5%; Score 335.6; DB 15; 

Best Local Similarity 92.4%; Pred . No. 4.8e-96; 
Matches 353; Conservative 0; Mismatches 29; 



Length 3 84; 
Indels 0; 



Gaps 



Qy 

Db 



7 ATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATGC 66 

MM Mill llilllllllllllllllllllllllllll lllllllll lllllll 

1 ATGAGGGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATGT 6 0 



Qy 

Db 

Qy 
Db 



- 67 GACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACC 126 

IIIIIIIIIIIIIIIIIIMIIIIII II lllllllllllllllllllllllllllll 

6 1 GACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCACC 12 0 
12 7 ATC ACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAAACCA 186 

llllllllllllllllllllll llllllllllllllllllllllllllllll IMIM 

121 ATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCA 180 



Qy 187 GGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCATCA 24 6 

I Mill IMIIM lllllllllllllllllllllllllllllllllllllllllll 

Db 181 GAGAAAGTCCCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCATCA 24 0 



Qy 24 7 AGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCT 3 06 

IMIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

Db 241 AGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCT 3 00 

Qy 3 07 GAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGCCAG 3 66 

IIIIIIIIMIIIIIIMI II mill MM MINI IIIIIIMI 

Db 3 01 GAAGATTTTGCAACtTATTACTGCCAACAGTATAATTATTACCCGCTCACTTTCGGCGGA 3 60 



Qy 3 67 GGGACCAAGCTGGAGATCAAAC 3 88 

IIIIIIMI IMIIIIIIIII 
Db 3 61 GGGACCAAGGTGGAGATCAAAC 3 82 



RESULT 15 
US-10-469-304-22 

; Sequence 22, Application US/10469304 
; Publication No. US2 0040091974A1 
; GENERAL INFORMATION: 

; APPLICANT: KIRIN BEER KABUSHIKI KAISHA 
TITLE OF INVENTION: Anti HLA-DR antibody 

; FILE REFERENCE: PH-1646-PCT 

CURRENT APPLICATION NUMBER: US/lO/469 , 304 
CURRENT FILING DATE: 2003-08-29 

; PRIOR APPLICATION NUMBER: JP2 00 1/3 17 054 
PRIOR FILING DATE: 2001-10-15 

; NUMBER OF SEQ ID NOS : 147 
SOFTWARE: Patent In Ver. 2.1 

; SEQ ID NO 22 
LENGTH: 42 6 
TYPE : DNA 

ORGANISM: Homo sapiens 
US-10-469-304-22 



Query Match 86.0%; Score 333.6; DB 16; Length 426; 

Best Local Similarity 91.2%; Pred. No. 2.1e-95; 

Matches 354; Conservative 0; Mismatches 34; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 60 

llllllllll IIIIIIIIIIMMIIIIIIIIM IIIIMIIIIII IMIIIII M 

Db 3 4 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTTCTGCTGCTCTGGCTCCCAGGTGCC 93 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

Mill I Mlllll IIIIIIMIIIIIIII Ml IIIMIIMIIIIIIIIIIIMI 

Db 94 AGATGTGCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGA 15 3 



Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

II IIIIMIIIIII Mill IMIIM llllllll MM MM Mill MM 

Db 154 GTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGCAGTGCTTTAGCCTGGTATCAGCAG 213 



Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

llllllllllllll Mill IIMIMIIIIII III Ml MM II lllllllllll 

Db 214 AAACCAGGGAAAGCTCCTAAACTCCTGATCTATGATGCCTCCAGTTTGGAAAGTGGGGTC 2 73 



Qy 

Db 

Qy 
Db 

Qy 
Db 



2 41 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

IIIMMIIIIIIIIIIIIIIIIIIIIIMIIIIIIIMIIMIIMIIMIMMIIM 

2 74 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 3 3 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 6 0 

IIMIIIIMIIIIIIIIIIIII II lllllllll IIIIIIMIIIII llllll 

3 3 4 CAGCCTGAAGATTTTGCAACTTATTACTGTCAACAGTTTAAT AGTTTCCCGCTCACTTTC 3 93 

3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III lllllllll llllllllllll 
3 94 GGCGGAGGGACCAAGGTGGAGATCAAAC 421 



Search completed: December 3, 2004, 02:43:19 
Job time : 299.477 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title : 

Perfect score : 
Sequence : 

Scoring table: 



December 2, 2004, 12:19:03 ; Search time 2019.63 Seconds 

(without alignments) 
7000.593 Million cell updates/sec 

US-08-728-463B-206 
3 8-8 

1 ATGGACATGATGGTCCCCGC GACCAAGCTGGAGATCAAAC 38 8 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters : 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



65645750 



Database 



EST: * 



1 
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* 



Pred . No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed. 



and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



RESULT 1 
BF976230 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE , 
ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



Craniata; Vertebrata ; Euteleostomi ; 
Catarrhini ; Hominidae; Homo. 



BF976230 943 bp mRNA linear EST 22-JAN-2001 

602245105F1 NIH MGC_4 8 Homo sapiens cDNA clone IMAGE ; 4336225 5', 
mRNA sequence . 
BF976230 

BF976230-1 GI:12343445 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates ; 
1 {bases 1 to 943) 
NIH-MGC http://mgc.nci.nih.gov/- 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausbez'g, Ph.D. 
Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Louis M. Staudt, M.D., Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consortium/ LLNL at: 
http : / / image . llnl . gov 
Plate: LLCM12 08 row: j column: 02 
High quality sequence stop: 721. 
Location/Qualifiers 
1. .943 

/organism= "Homo sapiens" 
/mol_type="mRNA" 
/db_xref ="taxon: 9606" 
/clone="IMAGE:43 3622 5" 

/tissue_type= "primary B-cells from tonsils (cell line)" 
/lab_host="DH10B (phage-resistant ) " 
/clone_lib="NI H_MGC_4 8 " 

/note="Organ: B-cells; Vector: pOTB7; Site_l: Xhol; 
Site_2: EcoRI; cDMA made by oligo-dT priming. 
Directionally cloned into EcoRl/XhoI sites using the 
following 5* adaptor: GGCACGAG(G). Size- selected >500bp 
for average insert size l.Skb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University of 
California, Berkeley) using ZAP-cDNA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies) . 
Note: this is a NIH_MGC Library." 



ORIGIN 



Query Match 97.5%; Score 378.4; DB 2 

Best Local Similarity 98.5%; Pred. No. 4.5e-105 
Matches 382; Conservative 0; Mismatches 6 



Length 943; 

Indels 0; Gaps 0; 



Qy 

Db 

Qy 



1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

Illlllllll IIMIMIMIIIIIIIIIIIIMIIIIIIIIIMIIIIIIIMIIIII 

18 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 77 

6 1 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 
I I I I I II I I I M I I II I I I M M I I I I I I I I I I I I II I II I I I I I I I I II I I I II II I I I 



Db 

Qy- 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



7 8 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 13 7 
121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 180 

1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 I I M 1 1 1 1 1 1 M 1 1 1 1 M M M 1 1 M M M 1 1 1 1 1 1 1 1 M I I 

13 8 GTCACGATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG \31 
181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIMIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIMIIMIIilllMIIII 

198 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 2 57 
2 41 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

IIIIMIIIIIIIIIIMIIIIIIIIMIMIIIIIIIIIIIIIMIMMIMIIIMI 

2 5 8 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 317 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCGCGTACACTTTT 3 6 0 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIII IIIIIMI IMIIIII 

318 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTCACACTTTT 3 77 
3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 

37 8 GGCCAGGGGACCAAGCTGGAGATCAAAC 4 05 



RESULT 2 
BF663472 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



BF663472 



1100 bp 



mRNA 



linear EST 21-DEC-2000 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



602144635F1 NIH_MGC_48 Homo sapiens cDNA clone IMAGE : 4297736 5', 
mRNA sequence . 
BF663472 

BF6634 72 . 1 GI : 1193 73 67 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi , 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 1100) 
NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 
Email : cgapbs -r@mail .nih.gov 

Tissue Procurement: Louis M. Staudt, M.D., Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consortium/LLNL at: 
http : //image . llnl . gov 
Plate: LLCM1152 row: f column: 09 
High quality sequence stop: -704. 
FEATURES Location/Qualifiers 
source 1- .1100 

/organism="Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/clone-" IMAGE :4297736" 

/tissue_type= "primary B-cells from tonsils (cell line) " 



/lab_host- "DHIOB (phage - resistant ) " 
/ c lone_l ib- "NIH_MGC_4 8 " 

/note="Organ: B-cells; Vector: pOTB7 Site_l : Xhol ; 
Site_2 : EcoRI; cDNA made by oligo-dT priming. 
Directionally cloned into EcoRl/XhoI sites using the 
following 5' adaptor: GGCACGAG(G). Size - selected >500bp 
for average insert size 1.8kb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University of 
California, Berkeley) using ZAP-cDNA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies) . 
Note: this is a NIH MGC Library." 



ORIGIN 



Query Match 94.6%; Score 3 67.2; DB 2 

Best Local Similarity 96.6%; Pred . No. I.3e-101 
Matches 375; Conservative 0; Mismatches 13 



Length 1100; 

Indels 0; Gaps 0; 



Qy 

Db 

Qy 

Db 



I ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

llllllllll I III Mill Mil Mil III Mill 1 1 MM IIMII III II MINI I 

8 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 7 
61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIMIIIIIIIIIIIIIIMirilllllllMIIIMIIIIIIIIIIIIIIIIIII 

6 8 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 7 



Qy 



Db 



121 GTCACCATC ACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 180 

IIIIMIIIIIIIIMIIIIIIIIIIII lllilMlllllilllllMIIIIIIMM 

12 8 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 187 



Qy 



Db 



181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIIIIIIMIIIIMIIIIIMIIIIIIIIIIII IIIIIIIMMIIIIIIIIIIII 

18 8 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTTCATCCAGTTTGCAAAGTGGGGTC 24 7 



Qy 



Db 



241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 I M I M 1 1 1 1 1 1 1 1 1 

24 8 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 07 



Qy 



Db 



3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 6 0 

IIIIIIMMIIIIIIIIIIIIIIIIIIIIIMIIIIIIII IIMIIII IIMII 

3 0 8 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTCTCACTTTC 3 67 



Qy 

Db 



3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III lllllllll IIIIIIIIMII 

3 68 GGCGGAGGGACCAAGGTGGAGATCAAAC 3 95 



RESULT 3 
CD690290 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



CD690290 606 bp mRNA linear EST 25-JUN-2003 

EST6813 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD690290 

CD6 902 90 .1 GI:322108 96 
EST- 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 



REFERENCE 1 (bases 1 to 606) 

AUTHORS Liu,X.-Q., Zhou , Y . , Zhang, L. -J., Xu,H., Chen,H,-K., Pan^Z.-G. and 
Zeng, Y. -X. 

TITLE Transcriptional Gene Expression Profile of Human Nasopharynx 

JOURNAL Unpublished (2 003) 
COMMENT Contact: YiXin Zeng 

Cancer Center 

Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 
Tel: 86-13 80-9770-74 3 
Fax: 86-20-8775-4506 
Email: yxzeng@gzsums.edu.cn. 
FEATURES Location/Qualifiers 
source 1. .606 

/organism- "Homo sapiens" 

/mol_type= "mRNA" 

/db_xref ="taxon: 9606" 

/tissue_type= "normal nasopharynx" 

/clone_lib= "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 

ORIGIN 

Query Match 94.2%; Score 365.6; DB 6; Length 606; 

Best Local Similarity 96.4%; Pred . No. 3.5e-101; 

Matches 374; Conservative 0; Mismatches 14; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 60 

1 1 1 1 1 1 1 1 I ! 1 1 I I ! 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 I I M 1 1 1 M 1 1 1 1 1 1 1 1 1 M 

Db 6 8 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 12 7 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIII JIIIIMIIIIIIMIIIIIIIII 

Db 12 8 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCTGTGTCTGCATCTGTAGGAGACAGA 18 7 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

IIIIIIIIIIIMIIIIIIIIIIIIill IMIMIIIIIMIIIIIIIIIIIIIIIII 

Db 18 8 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 247 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IMIIIIIMMIIMIIIIIMIIIIIIIIMIIIIIIIIIIIIIIMIIIIIIIIMI 

Db 24 8 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 3 07 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIII Mllllllllll 

Db 308 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACTATCAGCAGCCTG 3 67 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 6 0 

IIIIIIIIIIIIIIIIIIIMIIIIMIIIIIMIIIIMI IMIIIII mill 

Db 36 8 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCCGCCACTTTC 427 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III IMIIIIII llllllllllll 

Db 42 8 GGCGGAGGGACCAAGGTGGAGATCAAAC 4 55 



RESULT 4 



BG533970 

LOCUS BG533970 755 bp mRNA linear EST 03-APR-2001 

DEFINITION 602553071F1 NIH_MGC_77 Homo sapiens cDNA clone IMAGE : 4 663 0 96 5', 

mRNA sequence . 
ACCESSION BG533970 

VERSION BG533970.1 GI:13525510 

KEYWORDS EST . 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 {bases 1 to 755) 

AUTHORS NIH-MGC http : / /mgc , nci . nih . gov/ . 

TITLE National Institutes of Health, Mammalian Gene Collection (MGC) 

JOURNAL Unpublished (1999) 
COMMENT Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: CLONTECH Laboratories, Inc , 
cDNA Library Preparation: CLONTECH Laboratories, Inc. 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http : //image , llnl . gov 

Plate: LLCM14 64 row: m column: 17 
High quality sequence stop: 726. 
FSATURES Location/Qualifiers 
source 1. .755 

/organism= "Homo sapiens" 
/mol_type= "mRNA" 
/ db__xr e f = " t axon : 9 6 0 6 " 
/clone= " IMAGE : 4 663096" 

/lab_host="DH10B (Tl phage-resistant ) " 
/clone_lib="NIH_MGC_77" 

/note="Organ: lung; Vector: pDNR-LIB (Clontech) ; Site_l: 
Sfil (ggccgcctcggcc) ; Site_2 : Sfil (ggccattatggcc) ; 5' and 
3' adaptors were used in cloning as follows: 5' adaptor 
sequence: 5 ' - CACGGCCATTATGGCC - 3 ' and 3' adaptor sequence: 
5 ' -ATTCTAGAGGCCGAGGCGGCCGACATG-dT{30)BN-3 ' (where B - A, 
C, or G and N = A, C, G, or T) . Average insert size 1.9 
kb (range 0.5-4.0 kb) . 12/15 colonies contained inserts 
by PGR. This library was enriched for full-length clones 
and was constructed by Clontech Laboratories (Palo Alto, 
CA) , Note: this is a NIH_MGC Library." 

ORIGIN 

Query Match 93.8%; Score 3 64; DB 4; Length 755; 

Best Local Similarity 96.1%; Pred. No. l.le-100; 

Matches 373; Conservative 0; Mismatches 15; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

MINI MM MMMMMMMMMMMMMMMMMMMMMMMMI 

Db 2 8 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 8 7 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

MMMMMMMMMMMMMMMMMMMMMMMIMMMMM M 

Db 8 8 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACGGA 14 7 



Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

IIIIIIIMIIIIIIIIIIIIIIIIIII III IIIMIIIIIIMIIIIIIIIIIMI 

14 8 GTCACCATCACTTGTCGGGCGAGTCAGGGTATCAGCAGCTGGTTAGCCTGGTATCAGCAG 2 07 
181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

III 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 1 III 

20 8 AAAGCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 2 67 
241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

IIIIIIIMIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 

2 6 8 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGGCTG 3 2 7 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII III llllllll I MINI 

3 2 8 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGGTAACAGTTTCCCTTTCACTTTC 3 8 7 

3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III Mlllllll llllllllllll 
38 8 GGCGGAGGGACCAAGGTGGAGATCAAAC 415 



RESULT 5 
CD702614 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



FEATURES 

source 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



Chen,H.-K., Pan,Z.-G. and 



CD702614 472 bp mRNA linear EST 25 - JUl\r-2 003 

EST19139 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD702614 

CD702614-1 GI:32233244 
EST- 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 {bases 1 to 472) 

Liu,X. -Q . , Zhou, Y. , Zhang, L . - J. , Xu, H . 
Zeng,Y--X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 
Unpublished (2 003) 
Contact : YiXin Zeng 
Cancer Center 
Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 
Tel : 86-13 80-977 0-743 
Fax: 86-20-8775-4506 
Email: yxzeng@gzsums.edu.cn. 

Location/Qualifiers 

1. .472 

/organism= "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon : 9606" 
/ 1 i s sue_type= " normal na sopharynx " 
/clone_lib= "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 



ORIGIN 



Query Match 



93.4%; Score 362.4; DB 6; Length 472; 



Best Local Similarity 95.9%; Pred . No. 3.1e-100; 

Matches 372; Conservative 0; Mismatches 16; Indels 



0 ; Gaps 



0 ; 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 



1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

MIIIMMI IMIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

5 2 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 111 
6 1 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

1 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 M I M M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 

112 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGC 171 
121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

IIIIIIIIIIIIIIIIMIIIIIIIIII llllllll lllliillllllllllllMI 

172 GTCACCATCACTTGTCGGGCGAGTCAGGCTATTAGCACCTGGTTAGCCTGGTATCAGCAG 2 31 
181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 2 4 0 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIII IMIIIIIIIIIIIIIIIIIIIIIII 

2 32 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATACTGCATCCAGTTTGCAAAGTGGGGTC 2 91 
2 41 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIMIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIillll 

2 92 CCATCAAGGTTC AGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 51 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

- I MM II llllllll Mill llllll I Mill llllllll llllllll lIMM 

3 52 CAGCCTGAAGATTTTGCAACTTACTATGGTCAACAGGCTAACAGTTTCCCTCTCACTTTC 411 

3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III Ml I II III II II llllll I I 
412 GGCGGAGGGACCAAGGTGGAGATCAAAC 43 9 



RESULT G 
CD696718 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



Chordata ; 
Primates ; 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



Zhang, L. -J., Xu,H., Chen,H.-K., Pan,Z.-G. and 



FEATURES 

source 



CD696718 497 bp mRNA linear EST 25-JtrN~2003 

EST13241 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD696718 

CD696718 .1 GI : 3222347 7 
EST. 

Homo sapiens (human) 
Homo sapiens 
Eukaryota; Metazoa; 
Mammalia; Eutheria; 
1 (bases 1 to 497) 
Liu,X. -Q^ , Zhou, Y. , 
Zeng, Y. -X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 
Unpublished (2 003) 
Contact : YiXin Zeng 
Cancer Center 
Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 
Tel: 86-1380-9770-743 
Fax: 86-20-8775-4506 
Email: yxzeng@gzsums.edu.cn. 

Location/ Qualifiers 

1. .497 



/organism= "Homo sapiens" 

/mol_type="mRNA" 

/db_xref ="taxon : 9606" 

/ 1 i s sue_type- " norma 1 nasopharynx " 

/clone_lib- "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 



ORIGIN 



Query Match 92.2%; Score 357.6; DB 6; Length 497; 

Best Local Similarity 95.1%; Pred. No. 9.5e-99; 

Matches 369; Conservative 0; Mismatches 19; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

lllllll II IIMIIIIIMIIIIIIIIIMIIIMIIIIIMIIIIIIIIIIIIIII 

Db 4 7 ATGGACAGGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 106 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

I MIIIIIIM II I IIMIIIIIIIIIIIIIIIIIII llllll IIIIIIIIIIIMII 

Db 107 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGGGTCTGCTTCTGTAGGAGACAGA 166 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 180 

I'lll I III III Ml lllllllllllll I Mill II llllll II IIIIIMMIIIIII 

Db 167 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 2 26 

Qv 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Mill III III III IIIMIMIIII llllll II lllllllllllll II llllllll 

Db 22 7 AAACCAGGGAAAGCCCCTAAGCTCCTCGTCTATGCTGCATCCAGTTTGCAAGGTGGGGTC 2 86 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

MM I llllll III Ml II III llllll IIIIMII lllllllllllll I IMIMMII 

Db 2 87 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 346 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

Mill Ml III Ml III II I II MM I lllllllllllll MM III I I llllll 

Db , 34 7 CAGCCTGAAGATTTTGCAACTTACTATGGTCAACAGGCTAACAGTTTCCCTTTCACTTTC 4 06 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

MM IIIIIIM MM IMIIII 

Db 4 07 GGCCCTGGGACCAAAGTGGATATCAAAC 434 



RESULT 7 
CD690030 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 



CD690030 558 bp mRNA linear EST 25-JUN-2003 

EST6553 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD690030 

CD6 9003 0 . 1 GI:322103 87 
EST. 

Homo sapiens (human) ... 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 
1 (bases 1 to 558) 

Liu,X.-Q., Zhou,Y., Zhang, L. -J., Xu,H., Chen,H.-K., Pan,Z.-G. and 
Zeng,y.-X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 



JOURNAL Unpublished (2 003) 
COMMENT Contact : YiXin Zeng 

Cancer Center 
Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 
Tel : 86-1380-97 70-74 3 
Fax: 86-20-8775-4506 
Email: yxzeng@gzsums.edu.cn. 
FEATURES Location/Qualifiers 
source 1 . . 558 

/organism= "Homo sapiens" 

/ mol_type= "mRNA" 

/db_xref-"taxon: 9606" 

/ tissue__type= "normal nasopharynx" 

/clone_lib=" human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 

ORIGIN 

Query Match 92,2%; Score 357.6; DB 6; Length 558; 

Best Local Similarity 95.1%; Pred. No. 9.9e-99; 

Matches 369; Conservative 0; Mismatches 19; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 60 

Illlllllll IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 50 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 10 9 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIMIIIIIIIIIIIMMIIIMIMIIMIIIIIIIMMIIIIIIMIIIIII 

Db 110 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 16 9 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0. 

IIIMIIMIIIIIIMIIIIIIIIIII llllllll IIIIIIMIIIIIIIIIIIII 

Db 170 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCACCTGGTTAGCCTGGTATCAGCAG 22 9 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIIIIIIIIIMMIIM llllllllllllllllllllll Mill Illlllllll 

Db 23 0 AAACCAGGGAAAGCCCCTAAACTCCTGATCTATGCTGCATCCAATTTGCTAAGTGGGGTC 2 89 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

llllllll IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIII IIIMII 

Db 2 90 CCATCAAGATTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAACAGCCTG 34 9 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

I II II 1 1 1 1 1 1 1 II I M 1 1 M 1 1 M 1 1 1 II II I II 1 1 1 M I llllllll II II 

Db 3 50 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTCGGACGTTC 4 09 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 8 8 

Mill lllllllll MM lllllll 

Db 410 GGCCAAGGGACCAAGGTGGAAATCAAAC 43 7 



RESULT 8 
CD688415 

LOCUS CD688415 605 bp mRNA linear EST 25-JUN-2003 

DEFINITION EST4 937 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
ACCESSION CD688415 



VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



FEATURES 

source 



Chordata; Craniata; Vertebrata; 
Primates; Catarrhini; Hominidae, 



Euteleostomi ; 
Homo . 



Zhang, L. -J., Xu,H., Chen,H,-K., Pan,Z.-G. and 



CD6 8 8415 .1 GI:32207195 
EST. 

Homo sapiens (human) 
Homo sapiens 
Eukaryota; Metazoa; 
Mammalia; Eutheria; 
1 (bases 1 to 605) 
Liu.X. -Q. , Zhou, Y. , 
Zeng, Y, -X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 

Unpublished (2003 ) 

Contact : YiXin Zeng 

Cancer Center 

Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 

Tel: 86-13 80-97 70-74 3 

Fax: 86-20-8775-4506 

Email: yxzeng@gzsums.edu.cn. 

Location/ Qualifiers 

1. .605 

/organism^ "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/tissue_type= "normal nasopharynx" 
/clone^l ib= "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 



ORIGIN 



Query Match 92.2%; Score 357.6; DB 6; Length 605; 

Best Local Similarity 95.1%; Pred. No. le-98; 

Matches 369; Conservative 0; Mismatches 19; Indels 0; 



Gaps 0 ; 



Qy 

Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 

Qy 
Db 



1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I 

4 7 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 106 

6 1 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIIIIIIMI llllllllllllllllllll III III III II III II Mill I I 

10 7 AGATGCGACATCCACATGACCCAGTCTCCATCTTCTGTGTCTGCATCTGTTGGAGACAGA 166 

12 1 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 180 

iiiiiiiiiiiiiiiiiiiiiiiiiiii mil II III I II IIIIIIIIIIIMI III 

16 7 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 2 2 6 

181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

llllllllllllllllllll IIIIIIIMI I IMIMMIMMMMMMMIM 

22 7 AAACCAGGGAAAGCCCCTAAACTCCTGATCTCTACTGCATCCAGTTTGCAAAGTGGGGTC 2 86 

241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 300 

MMIMMMMMMMMIMMMMMIMMMMMMM IMIIIIIIIII 

2 8 7 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACTATCAGCAGCCTG 3 4 6 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

MMIMMMMMMMMMMMMMMMI MM lllllllll MUM 

34 7 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGACTAACAGTTTCCCGCTCACTTTC 4 06 



Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III II II III I I IIIIIIMIIII 

Db 4 07 GGCGGAGGGACCAAGGTGGAGATCAAAC 434 



RESULT 9 
BG686018 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



BG686018 851 bp mRNA linear EST Ol-MAY-2001 

602638582F1 NIH_MGC_4 8 Homo sapiens cDNA clone IMAGE : 4 766 157 . 5 ' , 
mRNA sequence . 
BG686018 

BG686018.1 GI:13917415 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 851) 
NIH-MGC http://mgc.nci .nih.gov/ . 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 
Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Louis M. Staudt, M.D., Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A. G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A. G.E. Consort ium/LLNL at: 
http://image.llnl.gov 
Plate: LLCM1626 row: c column: 22 
High quality sequence stop: 851. 
Location/Qualifiers 
1. .851 

/organism= "Homo sapiens" 
/ mo l_t yp e = " mRNA " 
/db_xref ="taxon : 9606" 
/clones " IMAGE : 4 766157 " 

/tissue_type= "primary B-cells from tonsils (cell line)" 
/lab_host="DH10B (phage -resistant) " 
/clone_lib= "NIH_MGC_4 8 " 

/ndte= "Organ: B-cells ; Vector: pOTB7; Site_l : Xhol; 
Site_2 : EcoRI; cDNA made by oligo-dT priming. 
Directionally cloned into EcoRl/XhoI sites using the 
following 5' adaptor: GGCACGAG(G). Size -selected >500bp 
for average insert size l.Skb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University of 
California, Berkeley) using ZAP-cDMA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies) . 
Note: this is a NIH_MGC Library." 



ORIGIN 



Query Match 91.5%; 
Best Local Similarity 96.4%; 
Matches 374; Conservative 



Score 355.2; DB 4; 
Pred. No. 6.1e-98; 
0; Mismatches 13; 



Length 851; 



Indels 



1; Gaps 



1; 



Qy 



1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 



Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 



IIMMMIh MIIMIIIIMMIIIMIIIIIMMIIIIMIIIIIIMMMIM 

8 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 7 
6 1 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMMMMIIIIIIIIIIIII 

6 8 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 7 
121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 M I 

12 8 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 187 
181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

mill iiiMiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiiii 

188 AAACCA-GGAAAGCCCCTAAGCTCCTGATCTATGCTTCATCCAGTTTGCAAAGTGGGGTC 246 
2 41 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIilllllllllllllllll 

2 4 7 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 06 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 6 0 

MIIIIIMIIIIIIMIIIIIIMIIIIIMIIIIMIII IIIMIII I III I I 

3 07 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTCTCACTTTC 3 66 
3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

III II III II 1 1 Mini mill 

3 67 GGCGGAGGGACCAAGGTGGAGATCAAAC 3 94 



RESULT 10 

BG341803 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



BG341803 894 bp mRNA linear EST 27-FEB-2001 

602463535F1 NIH_MGC_48 Homo sapiens cDNA clone IMAGE : 4576136 5', 
mRNA sequence . 
BG341803 

BG341803 .1 GI : 1314 82 41 
EST . 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo, 

1 (bases 1 to 894) 

NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 

Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Louis M. Staudt, M.D., Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http : //image . llnl . gov 
Plate: LLCM1288 row: f column: 09 
High quality sequence stop: 636. 
Location/Qualifiers 
1. .894 



/organism^ "Homo sapiens" 
/mol_type^ "mRMA" 
/db_xref-"taxon : 9606" 
/clones" IMAGE : 4 57 613 6" 

/tissue__type= "primary B-cells from tonsils {cell line) " 
/lab_host="DH10B (phage-resistant ) " 
/ c 1 one_l ib- " N I H_MGC_4 8." 

/note="Organ : B-cells; Vector: pOTB7 ; Sitel: Xhol; 
Site_2 : EcoRl; cDNA made by oligo~dT priming. 
Directionally cloned into EcoRl/XhoI sites using the 
following 5' adaptor: GGCACGAG{G). Size-selected >500bp 
for average insert size 1.8kb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University of 
California, Berkeley) using ZAP~cDNA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies) . 
Note: this is a NIH_MGC Library." 



ORIGIN 



Query Match 91.5%; Score 355.2; DB 4; Length 894; 

Best Local Similarity 96.4%; Pred. No. 6.2e-9B; 

Matches 374; Conservative 0; Mismatches 13; Indels 1; Gaps 1; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 60 

IIIMIIIII IIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIMIIIIMIMIMII 

Db 13 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 7 2 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

MIMMIIIIIIIIIMIIIIIIIIIIIMMIIMIIIIIIIIIIIMMIMIIIII 

Db 73 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 13 2 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 180 

IMIIMIIIIIMIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

Db 13 3 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 192 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

1 1 1 I 1 1 I 1 1 1 1 1 1 1 1 1 1 1 I M 1 1 1 1 M I 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 

Db 193 AAACCA-GGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 251 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMMIIMMIIMMIIIMI 

Db 2 52 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 311 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

' IIIIIIIIMIIIIIIMIIIIIIIIIIIIIIIIIMII I mill II I IIIIM 

Db 312 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTCACAGTTTCCCATTCACTTTC 3 71 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

INI llllllll MM IIIIMI 

Db 3 72 GGCCCTGGGACCAAAGTGGATATCAAAC 3 99 



RESULT 11 
CD690477 

LOCUS CD690477 421 bp mRNA linear EST 25-JXJM-2003 

DEFINITION EST7000 human nasopharynx Homo sapiens cDNA, mRNA sequence. 

ACCESSION CD690477 

VERSION CD690477.1 GI:32211261 



KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



FEATURES 

source 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 {bases 1 to 421) 

Liu,X,-Q-, Zhou,Y., Zhang, L. -J., Xu,H., Chen,H.-K., Pan,Z.-G. and 
Zeng, Y. -X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 

Unpublished (2003) 

Contact : YiXin Zeng 

Cancer Center 

Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 

Tel: 86-1380-9770-743 

Fax : 86-20-8775-4506 

Email: yxzeng@gzsums.edu.cn. 

Location/Qualifiers 

1. -421 

/organism= "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref-"taxon: 9606" 
/tissue_type= "normal nasopharynx" 
/clone_lib= "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 



ORIGIN 



Query Match 90.8%; Score 352.4; DB 6; Length 421; 

Best Local Similarity 94.6%; Pred. No. 3.6e-97; 

Matches 365; Conservative 0; Mismatches 21; Indels 0; Gaps 



0; 



Qy 

Db 

Qy 

Db 



1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

llllllllll IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIMIII 

3 6 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 95 
6 1 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

llllllllllllillllllllMIIIIIIIIIIII Mllllllllllll Mlllllll 

9 6 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCTGTGTCTGCATCTGTGGGAGACAGA 15 5 



Qy 

Db 

Qy 
Db 

Qy 
Db 

Qy 

Db 



121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

IIIIMIIIIIIIIIIIMIIIIIIIII IIIIIIIIIIIMIIIIIIIIIIIIIIII 

15 6 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCTG 215 

181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIIIMIIIIMMIIIIIIIIIIIMIIM llllllllllllllllllllllllll 

216 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATACTGCATCCAGTTTGCAAAGTGGGGTC 2 75 

241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIII IIIIIIIIIMI 

2 7 6 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACTATCAGCAGCCTG 3 3 5 

3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 6 0 

llllllll IIIIMIIIIIIIIIIIIIIIIIIIII MM I II III IMIII 

33 6 CAGCCTGACGATTTTGCAACTTACTATTGTCAACAGACTAACACTTCCCCTCTCACTTTC 3 95 



Qy 



361 GGCCAGGGGACCAAGCTGGAGATCAA 3 86 



Db 3 96 GGCGGCGGGACCAAGGTGGAGATCAA 421 



RESULT 12 

BF129120 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



BF129120 912 bp mRNA linear EST 24-OCT-2000 

601811580F1 NIH_MGC_48 Homo sapiens cDNA clone IMAGE : 4 054 53 0 5', 
mRNA sequence . 
BF129120 

BF12 912 0 .1 GI : 1096 816 0 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 912) 

NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 
Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Louis M. Staudt, M.D., Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http://image.llnl.gov 
Plate: LLCM894 row: p column: 19 
High quality sequence stop: 695, 

Location/Qualifiers 

1. .912 

/organism^ "Homo sapiens" 
/mol_type="mRNA" 
/db_xref ="taxon: 9606" 
/clones " IMAGE : 4 054 53 0" 

/tissue_type= "primary B-cells from tonsils (cell line) " 
/lab_host="DH10B (phage-resistant ) " 
/clone_lib="NIH_MGC_4 8" 

/note-"Organ: B-cells; Vector: pOTBV; Site_l : Xhol; 
Site_2 : EcoRI ; cDNA made by oligo-dT priming. 
Directionally cloned into EcoRl/XhoI sites using the 
following 5' adaptor: GGCACGAG(G). Size - selected >500bp 
for average insert size l.Skb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University, of 
California; Berkeley) using ZAP-cDNA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies) . 
Note: this is a NIH_MGC Library." 



ORIGIN 



Query Match 90.4%; Score 350.8; DB 2; Length 912; 

Best Local Similarity 94.3%; Pred . No. 1.4e-96; 

Matches 364; Conservative 0; Mismatches 22; Indels 0; 



Gaps 



0; 



Qy 



3 GGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCCAG 6 2 

1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 



Db 



1 GGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCTAG 6 0 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 
Db 



6 3 ATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGT 12 2 

MIIIIIIMIIMIIIIIIIIIIIIIMIIIIIMIIIIIIIM IIIIIIIIIIMM 

6 1 ATGCGACATCCAGATGACCC AGTCTCCATCTTCCGTGTCTGCATCCGTAGGAGACAGAGT 12 0 
12 3 CACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAA 18 2 

IMMIIIIIIIIIIIIIIIIMIIMIIMII II IIIIIIIIIIIIIIIIIMI II 

121 CACCATCACTTGTCGGGCGAGTCAGGATATTAGTAGTTGGTTAGCCTGGTATCAGCAG AA 18 0 
183 ACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCC 24 2 

IIIMIIIIIIMIIIII IIIIIIIIIIIIIIIIIIMIIIIII IIIMMIIIIIM 

181 ACCAGGGAAAGCCCCTAAACTCCTGATCTATGCTGCATCCAGTTTACAAAGTGGGGTCCC 24 0 

2 4 3 ATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCA 3 02 

II II I I I I I I I I II I II I I I II I II I I I I I II I I I II II I I I I II I I II I I I I I I II II 

2 41 ATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTACA 3 0 0 

3 03 GCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGG 3 62 

IIIIIIIIIIMIIIIIIIIII mill MM MM IIIMIII I Mill! II 

3 01 GCCTGAAGATTTTGCAACTTACCATTGTCTACAGACTAACAGTTTCCCATTCACTTTCGG 3 6 0 

3 63 CCAGGGGACCAAGCTGGAGATCAAAC 38 8 

M llllllll MM Mill I 
3 61 CCGTGGGACCAAAGTGGATATCAAGC 3 86 



RESULT 13 

CD694557 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



FEATURES 

source 



CD694557 510 bp mRNA linear EST 25-JUN-2003 

EST11080 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD694557 

CD6 94 557 .1 GI : 3 2219318 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 510) 

Liu,X.-Q., Zhou,Y., Zhang, L. -J., Xu,H., Chen,H.-K., Pan,Z.-G. and 
Zeng,Y.-X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 

Unpublished (2003) 

Contact : YiXin Zeng 

Cancer Center 

Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 

Tel : 86-1380-9770-743 

Fax: 86-20-8775-4506 

Email: yxzeng@gzsums.edu.cn. 

Location/Qualifiers 

1. .510 

/organism^ "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/tissue_type-= "normal nasopharynx" 
/clone_lib= "human nasopharynx" 



/note-"ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese*' 

ORIGIN 

Query Match 90.1%; Score 34 9.6; DB 6; Length 510; 

Best Local Similarity 93.8%; Pred. No. 2.8e-96; 

Matches 364; Conservative 0; Mismatches 24; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

I I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 

Db 61 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 12 0 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IMIIIIIMIIIIMIIIIIIIIIIIIIIIIMIIIIIIIIII lllll llllllll 

Db 121 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGGTTCTGTGGGAGACAGC 18 0 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

II II III MM Mill II Mlllll III MM lllllllllllllllllllllllll . 

Db 181 GTCACCATCACTTGTCGGGCGAGTCAGGCTATTGGCAGCTGGTTAGCCTGGTATCAGCAG 24 0 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

MIIIIIMIIIMIMIIII IIIIIIIIIIIIIIIIIMII mil Mill III II I 

Db 241 AAACCAGGGAAAGCCCCTAAGTTCCTGATCTATGCTGCATCCATTTTGCAAAGTGGGGTC 3 00 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGGCTG 3 00 

llllllllllllllllllllllllllllllllll lllllllllllllllllllllllll 

Db 3 01 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGCTTTCACTCTCACCATCAGCAGCCTG 3 6 0 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 360 

llllllllllllll IIIIIIMI llllllllllllllll llllllll III II 

Db 361 CAGCCTGAAGATTTGGCAACTTACCATTGTCAACAGGCTAACAGTTTCCCTATCACCTTC 42 0 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

lllll lllll IIIIIIM MM 

Db 421 GGCCAAGGGACACGACTGGAGATTAAAC 44 8 



RESULT 14 

CD695600 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



Chordata ; 
Primates ; 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



CD695600 459 bp mRNA linear , EST 25-JUN-2003 

EST12123 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD695600 

CD695600.1 GI:32221299 
EST. 

Homo sapiens (human) 
Homo sapiens 
Eukaryota; Metazoa; 
Mammalia; Eutheria; 
1 (bases 1 to 459) 
Liu,X. -Q. , Zhou, Y. , 
Zeng, Y- -X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 
Unpublished (2003 ) 
Contact: YiXin Zeng 
Cancer Center 
Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 



Zhang,L.-J., Xu, H , , - Chen, H . -K. , Pan,Z.-G. and 



Tel : 86-1380-9770-743 

Fax: 86-20-8775-4506 

Email: yxzeng@gzsums.edu.cn, 
FEATURES Location/Qualifiers 
source 1.-459 

/organi sm= "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/tissue__type= "normal nasopharynx" 
/clone_lib- "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 

ORIGIN 

Query Match 89.3%; Score 34 6.4; DB 6; Length 459; 

Best Local Similarity 93.3%; Pred. No. 2.6e-95; 

Matches 362; Conservative 0; Mismatches 26; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 60 

IIIIIIIMI IIIIIIIIIMIIIMIIIIIIIIIIIIIIIMMIIIIIIIIIIIIII 

Db 7 0 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 12 9 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIIIIIIIIIIIIIIIMIIIIMIIIIMIIIIIIMIIIMMIIIIIIIIII 

Db 130 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGG 189 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

lllllllllllllllllllllllllll INI I IIIIIIIIIIIIIIIIMIII 

Db 190 GTCACCATCACTTGTCGGGCGAGTCAGAGTATTCATACCTGGTTAGCCTGGTATCAGCAG 24 9 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIMIIMIIIIMIMMIMIIMIIIIIII llilllllll III IIIMIIIII 

Db 2 50 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGGTGCATCCAGTGTGCTAAGTGGGGTC 3 09 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGC AGCCTG 3 0 0 

II II II 1 1 1 II I I M II 1 1 1 1 1 1 II II I 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 II I M 1 1 1 M 1 1 1 1 

Db 310 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCATCATCAGCAGCCTG 3 69 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

IIIIIIIIMIM llllllllllll IIIIIIIIIMII llllllll II II 

Db 3 70 CAGCCTGAAGATTAGGCAACTTACTATGGTCAACAGGCTAACAGTTTCCCTCGGACGTTC 42 9 

Qy 361 GGCCAGGGGACCAAGCTGGAGATCAAAC 38 8 

Mill III III II I III! MM II I 

Db 43 0 GGCCAAGGGACCAAGGTGGAAATCAAAC 457 



RESULT 15 
CD696042 

LOGUS CD696042 484 bp mRNA - linear EST 25-JUN-2003 

DEFINITION EST12 565 human nasopharynx Homo sapiens cDNA, mRNA sequence. 

ACCESSION CD6 96042 

VERSION CD696042.1 GI:32222175 

KEYWORDS EST. 

SOURCE Homo sapiens (human) 

ORGTVNISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 



Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 484} 

AUTHORS Liu,X.-Q., Zhou.Y., Zhang, L. -J., Xu , H . , Chen,H--K., Pan,Z.-G- and 
Zeng, Y. -X. 

TITLE Transcriptional Gene Expression Profile of Human Nasopharynx 

JOURNAL Unpublished (20 03) 
COMMENT Contact: YiXin Zeng 

Cancer Center 

Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 
Tel: 86-1380-9770-743 
Fax: 86-20-8775-4506 
Email: yxzeng@gzsums.edu.cn. 
FEATURES Location/Qualifiers 
source 1. .484 

/organism^ "Homo sapiens" 

/ mo 1_ type = " mRNA " 

/db_xref-"taxon: 9606" 

/ t is sue_type= "normal nasopharynx" 

/clone_lib=^ "human nasopharynx" 

/note^"ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 

ORIGIN 

Query Match 88.9%; Score 344.8; DB 6 ; Length 484; 

Best Local Similarity 93.0%; Pred. No. 8.3e-95; 

Matches 3 61; Conservative 0; Mismatches 27; Indels 0; Gaps 0; 
Qy 1 ATGGACATGATGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 6 0 

1111111111 IIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIII 

Db 53 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 112 

Qy 61 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIIIIIIIMIMIIIIIIIIMIMIIIIIIIIIIIIIIIIIIIIIIIIMIII I 

Db 113 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACACA 172 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCAT 18 0 

MM MMMMMMMMMMMI MM Ml MMMMMMMMM M 

Db 173 GTCAGCATCACTTGTCGGGCGAGTCAGGCTATTGGCAACTGGTTAGCCTGGTATCAACAG 2 32 

Qy 181 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

I IIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIMMIIIIIIIIIIIMIIII III 

Db 2 33 AGACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGCGTC 2 92 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

II II llllllilllMllllilllMIIMMMIillllMMIIIIIMIIIIIil 

Db 2 93 CCTTCCAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 52 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTT 3 60 

II II Ml II Mill II II Mill I Mill MINI II III ill! I MM II 

Db 3 53 CAGCCGGAGGATTTTGGAATTTACTATTGTCAACAGGCTAACAGTGTCCCTTTCACTTTC 412 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAAC 3 88 

MM IIIMII MM Mlllll 

Db 413 GGCCCTGGGACCACAGTGGATATCAAAC 44 0 



Search completed: December 2, 2004, 20:56:28 
Job time : 2022.63 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd, 



OM nucleic ~ nucleic search, using sw model 
Run on : 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



December 2., 2004, 12:19:02 ; Search time 2471.59 Seconds 

(without alignments) 
8839.572 Million cell updates/sec 

US-08-728-463B-207 
462 

1 ATGGGGTCAACCGCCATCCT CACCCTCCTCCAAGAAGCTT 4 62 

IDENTITY__MUC 

Gapop 10\0 , Gapext 1.0 



Searched: 4526729 seqs, 23644849745 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 
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gb sy:* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to' the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



No. 


Score 


Match 


Length 


DB 


ID 
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462 


100 . 0 


462 
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AR161376 
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462 


100 . 0 


462 
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AR369969 
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462 


100 . 0 


462 


6 


BD096603 



Description 



AR161376 Sequence 
AR369969 Sequence 
BD0 966 03 Transgeni 
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ALIGNMENTS 



RESULT 1 
AR161376 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



AR161376 

Sequence 359 from patent 
AR161376 

AR1613 7 6 .1 GI : 162 2 72 3 6 

Unknown . 
Unknown . 
Unclassified . 



462 bp DNA 
US 6255458. 



linear 



PAT 17-OCT-2001 



REFERENCE 1 (bases 1 to 462) 

AUTHORS Lonberg.N. and Kay,R.M. 

TITLE High affinity human antibodies and human antibodies against digoxin 

JOURNAL Patent: US 6255458-A 359 03- JUL -2001; 
FEATURES Location/Qualifiers 
source 1 . . 462 . 

/organi sm= " unknown " 
/mol_type="unassigned DNA" 

ORIGIN 

Query Match 100.0%; Score 462; DB 6; Length 462; 

Best Local Similarity 100.0%; Pred . No. 9.1e-101; 

Matches 4 62; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIIIIIIMIIMILIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIIIMIIIIIIIIIMIIIIIIIIIIIMIIIIIIMMIIIIIIIIIMIIII 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIIIIIIIIIMIIMIMIIIMIIIillllllMIMIIIIIMMIIIMIIII 

Db 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC .18 0 

Qy 131 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIMIIIIIIIIIIMIIIIIIIIIIIIIiMillllMIIIIIIIIIIIIIIIIIII 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 360 

IIIMIIIIIIIIIIIIIIMIIIIIMIIIIIIMMIIMIIIIIIIIIMIIIMII 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

Qy 3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

IIIIIMIIIIIIIIIIIIIIMIIIIMMIIIMIIMIIIIM-IIIIIIIIIIIIII 

Db 3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

IMIIIIIIIIIIMIIIMIMIMIIIIIIIMIMIMI 

Db 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 462 



RESULT 2 
AR369969 
LOCUS 

DEFINITION 
ACCESSION 
VERSION / 
KEYWORDS 
SOURCE 

ORGANISM 



AR369969 

Sequence 2 07 from patent 
AR369969 

AR3 6 9 96 9 . 1 GI : 346064 0 9 



Unknown . 
Unknown . 
Unclassified . 



4 62 bp DNA 
US 6300129. 



linear 



PAT 12 -SEP- 2 0 03 



REFERENCE 1 (bases 1 to 462) 

AUTHORS Lonberg,N. and Kay,R.M. 

TITLE Transgenic non-human animals for producing heterologous antibodies 

JOURNAL Patent: US 6300129-A 207 09-OCT-2001; 
FEATURES Location/Qualifiers 
source 1 . . 462 

/organism^ "unknown " 
/mol_type- "genomic DNA" 

ORIGIN 

Query Match 100.0%; Score 462; DB 6; Length 462; 

Best Local Similarity 100.0%; Pred . No. 9.1e-101; 

Matches 4 62; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIMMIIIMIMIIIIIMIIIIMIIMII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IMIIIIIIMIIIIMIIMIIIIIMMIMMIIIMIIIIIIIMIIIMIIIIM 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIIMIIIIIIIIIMIIIIIMIIIIIIIIMIIIIIIMIIIIIIIIIMIIIII 

Db 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

Qy 101 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

I M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M 1 1 M M M 

Db 131 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIMIIIIIIIIIIIIIIIIMIIMIIIIIIIIIMIIIIIIIIIIMIMMilll^ 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IIIMIMMIMIIIIIIIIIMIIIIIIIIMMIIIIMMIIIIIIIIIIIIMM 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

Qy 3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

[iMIIMIIIIIIIMMIIIIIIIIIiMIIMIIIIMIIIMIIIMIIIMIIII 

Db 3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

IIIIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIIIIIIII 
Db 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 462 



RESULT 3 
BD096603 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE. 

ORGANISM 



BD096603 462 
Transgenic non-human animals 
antibodies . 
BD096603 

BD0 9660 3 .1 GI:22 642191 
JP 2001527386-A/130 . 
unidentified 
unidentified 



bp DNA linear PAT 27 -AUG -20 02 

capable of producing heterologous 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

COMMENT 



FEATURES 

source 



ORIGIN 



unclassified. 

1 (bases 1 to 462) 

Lonberg,N. and Kay,R.M. 

Transgenic non-human animals capable of producing heterologous 
antibodies 

Patent: JP 2001527386-A 130 25-DEC-2001; 

GENPHARM INTERNATIONAL 

OS Unidentified 

PN JP 2001527386-A/130 

PD 25-DEC-2001 

PF Ol-DEC-1997 JP 1998525687 
PR 02-DEC-1996 US 08/758417 
PI MILS LONBERG , ROBERT M KAY 

PC C12N5/00 , C12N5/2 8 , C12N5/24 , C12N5/ 10 , CO 7K16/ 0 0 , A6 1K3 9/ 00 CC 
Strandedness : Single; 
CC Topology: Linear ; 

CC Transgenic non-human animals capable of 
producing heterologous 
CC antibodies 

FH Key Location/Qualifiers 
FT source 1. .462 

FT /organism== ' Unidentified ' . 

Location/Qualifiers 
1. .462 

/organism= "unidentified" 
/mol_type= "genomic DNA" 
/db xref="taxon: 32644" 



Query Match 100.0%; Score 462; DB 6; Length 462; 

Best Local Similarity 100.0%; Pred. Mo. 9.1e-101; 

Matches 4 62; Conservative 0; Mismatches 0; Indels 0; Gaps 



0; 



Qy 

Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

1 1 1 1 1 1 1 1 1 1 1 I M 1 1 I I M 1 1 1 1 1 1 M I 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIMIIIIIMIIIIIMIIMIIIIII.IIIIMIIIMIIIIIIMMMIIIIMII 

61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 
121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIIIIIIIIIMIIIIIIMIIIIIIIIIIIIIIIIMIIIMIIMIIIIIMMIIII 

121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 
181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIMIIIMIIIMMIMIIIIMMIIIIIIIIIIIIIIIIIIIIIIMIIIMI 

181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 
2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 i i 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 



Qy 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 420 

I I III III III II I II Ml Ml III II IIIIIIM Mill I Mill III MINI Mill 

Db 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 420 



Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII . 

Db 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 



RESULT 4 
AF348833 

LOCUS AF348833 489 bp mRNA linear PRI 29-MAR-2001 

DEFINITION Homo sapiens clone 26P-23 immunoglobulin heavy chain variable 

region mRNA, partial cds . 
ACCESSION AF34 8 83 3 

VERSION AF348833.1 GI: 13487746 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 {bases 1 to 4 89) 

AUTHORS Arce,E., Jackson , D . G Gill , M . A. , Bennett , L . B . , Banchereau , J . and 
Pascual,V. 

TITLE Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 

in the Blood of Children with Systemic Lupus Erythematosus 
JOURNAL Unpublished 
REFERENCE 2 (bases 1 to 4 89) 

AUTHORS Jackson, D. G. ; Arce,E. and Pascual/V, 
TITLE Direct Submission 

JOURNAL Submitted ( 12 -FEB-2001) Pediatrics, UT Southwestern Medical Center, 
5323 Harry Hines Blvd., Dallas, TX 75390, USA 
FEATURES Location/Qualifiers 
source 1. .489 

/organism= "Homo sapiens" 

/mol_type= "mRNA" 

/ db_xr e f = " t axon : 9 6 0 6 " 

/chromosome= "14 " 

/cIone="26P-23" 

/cell_type= "peripheral B cell; plasmablast" 
/note="from a patient with systemic lupus erythematosus" 
CDS 1. .>489 

/note="VH 5-51" 
/codon_start^l 

/product^ "immunoglobulin heavy chain variable region" 
/protein_id="AAK27705 .1" 
/db_xref="GI : 13487747" 

/translation="MGSTAILALLLGVLQGVCAEVQLVQSGAEVKKPGDSLKISCKGS 
GYRFTTYWIGWVRQVPGKGLEWMTIIYPGDSDTRYSPSFQGQVTISADKSISTAYLQW 
SSLKASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTASSASTKGPSVFPLAPSSKSTS 
GGT" 

ORIGIN 



Query Match 84.5%; Score 390.4; DB 9; Length 489; 

Best Local Similarity 91.3%; Pred . No. 1.6e-83; 

Matches 431; Conservative 0; Mismatches 26; Indels 15; Gaps 1; 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIMIIIIIIIIIMIIIIIIIIMIIIIIMIIMIIIIIMIIIIIIIIIIIM 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGGTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 
61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 1 1 1 1 1 1 ; 

61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGACTCTCTGAAGATCTCC 12 0 
121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIIIMIIIIIIIIIIIIII llllll IIIIIIIIIIIIIIMIIIIIIIII Mill 

121 TGTAAGGGTTCTGGATACAGGTTTACCACCTACTGGATCGGCTGGGTGCGCCAGGTGCCC 18 0 
181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 2 4 0 

II I I II M I I 1 1 1 1 1 II 1 1 II I M I 1 1 1 1 1 I 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 I 1 1 M II 

131 GGGAAAGGCCTGGAGTGGATGACGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 2 4 0. 

2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

IIMIIMIMIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

24 1 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIIIIMIIIIII II I 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGTCCCCTGGG 3 60 
3 61 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

M MM lllllllllllll IIIIIIIIMIII MM 

3 61 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGCCTCC 42 0 

4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

4 21 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 72 



RESULT 5 
AF348830 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 



AF348830 490 bp mRNA linear PRI 29-MAR-2001 

Homo sapiens clone 26P-3; 26P-26 immunoglobulin heavy chain 
variable region mRNA, partial cds . 
AF348830 

AF348830.1 GI:13487740 

Homo sapiens {human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 490) 

Arce,E., Jackson, D. G, , Gill, M. A., Bennett , L . B . , Banchereau, J . and 
Pascual , V. 

Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 
in the Blood of Children with Systemic Lupus Erythematosus 
Unpublished 

2 (bases 1 to 490) 

Jackson, D . G . , Arce,E. and Pascual, V. 
Direct Submission 

Submitted ( 12 -FEB-2001) Pediatrics, UT Southwestern Medical Center, 
5323 Harry Hines Blvd., Dallas, TX 75390, USA 
Location/Qualifiers 



source 1 . . 4 90 

/organism^ "Homo sapiens" 
/ mo 1 _ t y p e = " mRN A " 
/db xref ="taxon : 9606 " 
/chromosome= " 14 " 
/clone="26P-3 ; 26P-26" 

/cell_type= "peripheral B cell; plasmablast" 
/note="from a patient with systemic lupus erythematosus" 
CDS ' 1. .>4 90 

/note-"VH 5-51" 
/ codon_start=l 

/product= " immunoglobulin heavy chain variable region" 
/protein_id="AAK27702 .1" 
/db_xref="GI :13487741" 

/translation="MGSTAlLALLLAVLQGVCAEVQLVQSGAEVKKPGESLKISCKGS 
GYNFAGFWIGWVRQMPGKGLEWMGIIYPGDSMARYSPSFQGQITISADKSINTAYLQW 
SSLQASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTVSSASTKGPSVFPLAPSSKSTS 
GGT" 

ORIGIN 

Query Match 84.5%; Score 3 90.4; DB 9; Length 4 90; 

Best Local Similarity 91.3%; Pred . No. 1.6e-83; 

Matches 431; Conservative 0; Mismatches 26; Indels 15; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IMIMIMIIIIIIIIMIIIIIIIIIMIIillllllllllMIIIIMIIIMIMI 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIIMIMIIIIIIIIIIIIIMIIIMMMI 1 1 1 1 i 1 1 1 1 1 1 1 M 1 1 1 M 1 1 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIIIMIMIMIIIIIII INI mill IIIIIIMIIIIIIIIIIIIIIIIMM 

Db 121 TGTAAGGGTTCTGGATACAACTTTGCCGGCTTCTGGATCGGCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

lllllllllllllllllllllllllllllllllllllllllllll II III lllllll 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTAATGCCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIMIMIIMIIIMII III! IIIIIIIMIIIIIIIIIIIII I III Mill I Ml 

Db 241 CCGTCCTTCCAAGGCCAGATCACAATCTCAGCCGACAAGTCCATCAACACCGCCTACCTG 3 00. 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

MMIMIIMIIM IIIIIIIIIIIIIIMIIMIIIIMIIMIIII II I 

Db 301 CAGTGGAGCAGCCTGCAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGTCCCCTGGG 3 60 
Qy 361 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

M I III MMIIIIIIIII IIIMIIIIIIIMIIM 

Db 361 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGTCTCC 42 0 

Qy 406 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

IIMMMMMIMMMMMMMIMMMMMMM MMIIIMI 

Db 421 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 472 



RESULT 6 
AF348831 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



AF348831 490 bp mRNA linear PRI 29-MAR-2001 

Homo sapiens clone 26P-16 immunoglobulin heavy chain variable 
region mRNA, partial cds , 
AF348B31 

AF348831.I GI:13487742 



:ds 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini ; Hominidae; Homo. 



Bennett , L . B . , Banchereau , J . and 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 

1 (bases 1 to 490) 
Arce,E., Jackson , D . G . , Gill, M, A. 
Pascual , V. 

Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 
in the Blood of Children with Systemic Lupus Erythematosus 
Unpublished 

2 (bases 1 to 490) 

Jackson, D.G. , Arce,E. and Pascual, V. 
Direct Submission 

Submitted (12-FEB-2001) Pediatrics, UT Southwestern Medical Center, 
5323 Harry Hines Blvd., Dallas, TX 75390, USA 

Location/Qualifiers 

1. .490 

/organism="Homo sapiens" 
/mol_type=:"mRNA" 
/db_xref ="taxon: 96 06" 
/ chromosome= " 14 " 
/clone="26P-16" 

/cell_type="peripheral B cell; plasmablast" 

/note="from a patient with systemic lupus erythematosus" 

1. .>490 

/note="VH 5-51" 

/codon_start=l 

/product=" immunoglobulin heavy chain variable region" 
/protein_id="AAK27703 . 1" 
/db_xref="GI : 13487743" 

/ trans lation="MGSTAILALLLGVLQGVCAEVQLVQSGAEVKKPGDSLKISCKGS 
GYRFTTYWIGWVRQVPGKGLEWMTIIYPGDSDTRYSPSFQGQVTISADKSISTAYLQW 
SSLKASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTASSASTKGPSVFPLAPSSKSTS 
GGT" 



ORIGIN 



Query Match 84 .5%; 

Best Local Similarity 91,3%; 
Matches 431; Conservative 



Score 3 90.4; DB 9; 
Pred- No. 1.6e-83; 
0; Mismatches 26; 



Length 4 90; 
Indels 15; 



Gaps 



Qy 

Db 



1; 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

{IIIIIIIIMMMIMMIIIIIIIIIIIIII IIIMMIIIIIIIIIIMIIMII 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGGTGTTCTCCAAGGAGTCTGTGCCGAG 60 



Qy 



Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII Mill lllllllllllllll 

61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGACTCTCTGAAGATCTCC 120 



Qy 



121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 



Db 



121 TGT7y\GGGTTCTGGATACAGGTTTACCACCTACTGGATCGGCTGGGTGCGCCAGGTGCCC 180 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 



181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIMIIIIIIIIIIIIIIIII IIIIIIIIIMIIMIIIIIIMIIIIII lllllll 

181 GGGAAAGGCCTGGAGTGGATGACGATCATCTATGCTGGTGACTCTGATACCAGATACAGC 24 0 
2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

MIMIIIIIIIIIIIIIIMIIIIMIIIIMIMIIIMIIIIIIIIIIIIIIIIIM 

2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGGCTACCTG 3 0 0 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

MIMIIIilllllllllllillllllMIIIIIIIIIIIMIIIIMII II I 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGTCCCCTGGG 3 60 
361 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

II I III lllllllllllll MIIMIIIIIII Mil 

3 61 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGCCTCC 4 2 0 

4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

lllllllillllllllllllllllllllllllllllllllllllllllllll 

421 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 72 



RESULT 7 
AF34 8834 
LOCUS 

DEFIWITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



AF348834 488 bp mRNA linear PRI 29-MAR-2001 

Homo sapiens clone 26P-25 immunoglobulin heavy chain variable 
region mRNA, partial cds . 
AF348834 

AF348B34.1 GI: 13487748 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chprdata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 488) 

Arce,E., Jackson , D . G . , Gill, M. A., Bennett , L . B . , Banchereau, J . and 
Pascual,v. 

Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 
in the Blood of Children with Systemic Lupus Erythematosus 
Unpublished 

2 (bases 1 to 488) 

Jackson, D . G . , Arce,E. and Pascual,V. 
Direct Submission 

Submitted (12-FEB-2001) Pediatrics, UT Southwestern Medical Center, 
5323 Harry nines Blvd., Dallas, TX 75390, USA 

Location/ Qualifiers 

1. .488 

/ organ ism==" Homo sapiens" 
/mol_type= "mRNA" 
/db_xref-"taxon: 96 06" 
/chromosome^ " 14 " 

/clone="26P-25" ' 
/cell_type= "peripheral B cell; plasmablast" 
/note="from a patient with systemic lupus erythematosus" 
1 . • . >488 



/note="VH 5-51" 
/codon_start=l 

/product =" immunoglobulin heavy chain variable region" 
/protein_id="AAK2 770 6 , 1" 
/db_xref ="GI : 134 8774 9" 

/translation="MGSTAlLALLLAVLQGVCAEVQLVQSGAEVKKPGDSLKISCKGS 
G YRFTTYW I GWVRQVPGKDLEWMG 1 1 YPGDSNARYS PS FQGQ I T I SADKS INTAYLQW 
SSLQASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTVSSASTKGPSVFPLAPSSKSTS 
GGT" 



ORIGIN 



Query Match 83.1%; Score 384; DB 9; Length 488; 

Best Local Similarity 90.5%; Pred. Mo. 5.7e-82; 

Matches 427; Conservative 0; Mismatches 30; Indels 15; 



Gaps 



Qy 
Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

llllllllllllilllMIIIMIIMMIIIIIIIIIIMIIIIIIIIIMIIMIIII . 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 



Qy 

Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

mill IIIMIIIMMIIIIIMIIIIIIIIIIII Mill IIIIIIIIMIIIII 

61 GTGCAGTTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGACTCTCTGAAGATCTCC 12 0 



Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 
Db 

Qy 
Db 



121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

llllllllllllllllllll MMII IIIIIIIIIIMIIIIIIIIMMI Mill 

121 TGTAAGGGTTCTGGATACAGGTTTACCACCTACTGGATCGGCTGGGTGCGCCAGGTGCCC 18 0 
181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIMII IIIIIIIMIIIIIMIIIIIIIIIIIIIIIIIIIII II III lllllll 

181 GGGAAAGACCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTAATGCCAGATACAGC 24 0 
241 CCGTCCTTCCAAGGCCAGGTCACCATGTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

I II I III I II I Mill 1 1 MM IIIIIIIIIIIIMIIIIIIII lllllllllllll 

2 4 1 CCGTCCTTCCAAGGCCAGATCACAATCTCAGCCGACAAGTCCATCAACACCGCCTACCTG 3 0 0 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

IIIIIMMIMIII IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII II I 

3 01 CAGTGGAGCAGCCTGCAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGTCCCCTGGG 360 
3 6^. GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

II I III . IIMirillllll IIIIIMIIIIIIIIIM 

3 61 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGTCTCC 4 2 0 

4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

421 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 472 



RESULT 8 
AF348829 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 



AF348829 

Homo sapiens clone 2 6P-2 
mRNA, partial cds , 
AF348829 

AF3 4 8 82 9. 1 GI : 13 4 87 738 
Homo sapiens (human) 



488 bp mRNA linear PRI 29-MAR-2001 
immunoglobulin heavy chain variable region 



ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CD£ 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 

1 (bases 1 to 488) 

Arce,E., Jackson, D . G . , Gill, M. A.; Bennett , L . B . , Banchereau , J . and 
Pascual , V . 

Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 
in the Blood of Children with Systemic Lupus Erythematosus 
Unpublished 

2 (bases 1 to 488) 

Jackson, D . G . , Arce,E. and Pascual, V. 
Direct Submission 

Submitted (12-FEB-2001) Pediatrics, UT Southwestern Medical Center, 
5323 Harry Hines Blvd., Dallas,. TX 75390, USA 

Location/ Qualifiers 

1. .488 

/organism= "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/chromosome="14 " 
/clone="26P-2" 

/cell_type="peripheral B cell; plasmablast" 

/note- "from a patient with systemic lupus erythematosus" 

1. .>488 

/note="VH 5-51" 

/ codon_s t art = 1 

/product^ "immunoglobulin heavy chain variable region^' 
/protein_id="AAK27701. 1" 
/dbxref ="GI : 134 8773 9" 

/translation="MGSTAILALPLAVLQGVCAEVQLVQSGAEVKKPGESLKISCKGS 
GYSFAIYWIGWVRHLPGKGLEWMGIIYPGDSNARYSPSFQGQITISADKSINTAYLQW 
SSLQASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTVSSASTKGPSVFPLAPSSKSTS 
GGT" 



ORIGIN 



Query Match 82.8%; Score 3 82.4; DB 9; Length 4 88; 

Best Local Similarity 90.3%; Pred. No. 1.4e-81; 

Matches 426; Conservative 0; Mismatches 31; Indels 15; Gaps 



1; 



Qy 


1 


Db 


1 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 



MM 



MM 



MM 



MMMMMMMM M M M M M M M M I M M M M M M I 



M M M M M M M M M M M M M M M M M M M M M M M 



MMMMMI Ml M MM 



MMMMMMMMMMMM 



MMMI 



MMMI M I 



MM 



MMMMM 



M MMMMMMMMMMM MMMMMM 



Db 



2 41 CCGTCCTTCCAAGGCCAGATCACAATCTCAGCCGACAAGTCCATCAACACCGCCTACCTG 3 0 0 



Qy 

Db 

Qy 

Db 

Qy 

Db 



3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

IIIIIIIIIIIIIM IIIMIIIIMIIIIMIIIIIIIIIMMIIII II I 

3 01 CAGTGGAGCAGCCTGCAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGTCCCCTGGG 3 6 0 

3 61 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

II I III IIIIIIIIMIil IIIIIIMIIIIIIIIII 

3 61 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGTCTCC 4 2 0 

4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 45 7 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMMII 

421 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 72 



RESULT 9 
AF348832 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REf'ERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



AF348832 490 bp mRNA linear PRI 29-MAR-2001 

Homo sapiens clone 26P-20 immunoglobulin heavy chain variable 
region mRNA, partial cds . 
AF348832 

AF348832.1 01:13487744 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; -Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 

1 (bases 1 to 490) 

Arce,E., Jackson, D. G. , Gill, M. A., Bennett , L . B , , Banchereau , J . and 
Pascual,V. 

Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 
in the Blood of Children with Systemic Lupus Erythematosus 
Unpublished 

2 (bases 1 to 490) 

Jackson, D. G. , Arce,E, and Pascual,V. 
Direct Submission 

Submitted ( 12 -FEB -2 0 01 ) Pediatrics, 
5323 Harry Hines Blvd., Dallas, TX 75390, 

Location/Qualifiers 

1. .490 

/organism="Homo sapiens" 
/mol_type- "mRNA" 
/db_xref = " taxon : 9606 " 
/chromosome= " 14." 
/clone="26P-20" 

/cell_type= "peripheral B cell; plasmablast" 

/note="from a patient with systemic lupus erythematosus" 

1. .>490 

/note="VH 5 51" 

/codon_start=l 

/product=" immunoglobulin heavy chain variable region" 
/protein_id="AAK27704 .1" 
/db_xref-"GI : 13487745" 

/translation="MGSTAILALLLAVLQGVCAEVQLVQSGAEVKKPGESLKISCKGS 
GYSFAIYWIGWVRQVPGKGLEWMTIIYPGDSNARYSPSFQGQITISADKSINTAYLQW 
SSLQASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTVSSASTKGPSVFPLAPSSKSTS 
GGT " 



UT Southwestern Medical Center, 
USA 



ORIGIN 



Query Match 82.8%; Score 382.4; DB 9; Length 4 90; 

Best Local Similarity 90.3%; Pred . No. 1.4e-81; 

Matches 426; Conservative 0; Mismatches 31; Indels 15; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIIMIMIIMIIIIMIIIIIIIIMMIIIIIIIIIIMM llllllllllll 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGCGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

11 II I Ml III M MINI III III II IMIIMJIM MM Mill I Ml Mill III 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATTTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

MMIMMMMIMMMMMI II II II II 1 1 1 I M I II II II I I M II M I 

Db 121 TGTAAGGGTTCTGGATACAGTTTTGCCATCTACTGGATCGGCTGGGTGCGCCAGGTGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MMIMMMMMMMM II M II II II II II II I II I II II II I I II I M I 

Db 181 GGGAAAGGCCTGGAGTGGATGACGATCATCTATCCTGGTGACTCTAATGCCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MM I Ml Ml II Mill MM I M M I II I II II II I II II II IIMIIIIIIIM 

Db 241 CCGTCCTTCCAAGGCCAGATCACAATCTCAGCCGACAAGTCCATCAACACCGCCTACCTG 3 00 

Qy 3 0 3 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

MilMIMMMM IIIIMIIIIMIIMIMIIIIIIIIMIIIII II I 

Db 3 01 CAGTGGAGCAGCCTGCAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGTCCCCTGGG 3 60 
Qy 361GG CCTCTTTGACTACTGGGGCGAGGGAACCCTGGTCACCGTCTCC 4 0 5 

II I Ml IIMIMMIIII MMIIIMIIIIIIIII 

Db 3 61 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGTCTCC 42 0 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 5 7 

IIIIIIIIIIIIIIIMIMIIIIIMIIIMIMMIIIIIIIMIIIIII 

Db 421 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 72 



RESULT 10 
HSVHID7 

LOCUS HSVHID7 408 bp mRNA linear PRI 15-FEB-1996 

DEFINITION H. sapiens mRNA for immunoglobulin heavy chain V-region (clone 

CDN3ID7) . 
ACCESSION Z47219 

VERSION Z47219.1 GI: 1197322 

KEYWORDS* immunoglobulin; immunoglobulin heavy chain; variable region. 
SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazca; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 4 08) 

AUTHORS Demaison,C., David, D., Letourneur , F . , Theze,J., Saragosti,S. and 
Zouali , M . 

TITLE Analysis of human VH gene repertoire expression in peripheral CD19+ 

B cells 

JOURNAL Immunogenetics 42 (5) , 342-352 (1995) 



MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



to 113) 
David, D. 



Letourneur , F . , Zouali.M., Saragost i ,8 . and 



VH gene repertoire 
strong bias usage 



sig_p.eptide 
V_region 



96006568 
7590967 

2 (bases 1 
Demaison , C . 
Theze, J. 

A cDNA/anchor-PCR approach to analyse the human 
expressed by peripheral CD19+ B cells reveals a 
Unpublished 

3 (bases 1 to 408) 
Demaison, C . 
Direct Submission 

Submitted (16-DEC- 1994) Christophe Demaison, Immunologie, Unite 
d ' Immunogenetique Cellulaire-institut Pasteur, 25, rue du Docteur 
Roux, Paris, 75015, FRANCE 

Location/Qualifiers 

1. .408 

/organism="Homo sapiens" 
/mo l_t ype = " mRNA " 
/db_xref ="taxon: 9606" 
, /clone="CDN3ID7" 
/cell_type="B- lymphocyte" 

/tissue_type^ "peripheral blood lymphocyte" 
/ dev_s tage= " adult " 
1. .57 
58. .408 

/product^" immunoglobulin variable region" 



ORIGIN 



Query Match 82 . 4%; 

Best Local Similarity 95.8%; 
Matches 3 91; Conservative 



Score 380.8; DB 9; 
Pred. No. 3.4e-81; 
0; Mismatches 17; 



Length 4 08; 
Indels 0; 



Gaps 



0; 



Qy 



Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIMIIIIIIIIIIIMIIIIIIMIIIIIM IIIIIIIIIIMIIIMIIIIIIII 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGTTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 



Qy 

Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIIIIIIIIIIIIMMMIIIMIIMIM 1 1 1 1 1 1 M M 1 1 1 M 1 1 1 1 M 1 1 

61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGGCCGGGGAGTCTCTGAAGATCTCC 12 0 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 



IMIIIIIMIIIMMIIIII 



IMMIIIIIMIMIIIIIIIIIIII 



121 TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 2 4 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 

181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 24 0 

241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I 1 1 1 M 1 1 1 1 1 1 1 1 1 

241 CCGTCCTTCCTAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIII 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAAGGACTGCC 3 60 



Qy 



3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA 40 8 



Db 



361 CACCACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA 4 08 



RESULT 11 

BD015542 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

COMMENT 



FEATURES 

source 



ORIGIN 



BD015542 438 bp DNA linear PAT 27-AUG-2002 

Human monoclonal antibody against TGF-beta-II receptor and 
medicinal use thereof. 
BD015542 

EDO 15542 .1 01:2255667 9 
JP 2001206899-A/4 . 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 438) 
Sakamoto, S. and Kamada.M. 

Human monoclonal antibody against TGF-beta-II receptor and 
medicinal use thereof 

Patent: JP 2001206899-A 4 31-JUL-2001; 
JAPAN TOBACCO INC 
OS Homo sapiens (human) 
JP 2001206899-A/4 
31-JUL-2001 

08-NOV 2000 JP 2000340216 
SHINJI SAKAMOTO, MASAFUMI KAMADA 

C07K16/2 8, A61K3 9/3 95, A61Pl/l6,A61P9/04, A61P9/10, A61P9/10, PC ■ 
A61P11/00, 

PC A61P13/12 , A61P17/00, A61P17/02 , A61P17/04 , A61P17/06, A61P19/02 , 
A61P4 3/00, 

C12N5/10, C12N15/02//C12P21,/0 8 

Human monoclonal antibody against TGF-beta-II receptor and CC 

medicinal use 
thereof 

Key Location/Qualifiers 
CDS (1) . . (438) . 

Location/Qualif iers 
1. .438 

/organism^ "Homo sapiens" 
/moltype^ "genomic DNA" 
/db xref ="taxon: 9606" 



PN 
PD 
PF 
PI 
PC 



PC 

PC 
CC 

CC 
FH 
FT 



Query Match 81.6%; Score 3 77; DB 6; Length 43 8; 

Best Local Similarity 93.4%; Pred. No. 2.8e-80; 

Matches 4 08; Conservative 0; Mismatches 20; Indels 



9; Gaps 



1; 



Qy 



Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIIIIMIMIIIMIIIIIIMIII IIMIIIJMIIIMMIIIII III I Mill 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 



Qy 

Db 

Qy 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IMIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIMIMIIIIIIII 

51 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 



Db 



121 TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 



Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IMIIIIIIMIIIIIMIIIIIIMMIIIIIIIIMIIIMMMIIIII IIIIIM 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII I I 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGGTGGGGGGG 3 60 
Qy -^61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCC 411 

II II II llllllllllllll Illllllllllllllll MM 

Db 361 TGTAGTGGTGGTAGCTGCTACCTCTGGGGCCAGGGAAACCTGGTCACCGTCTCCTCAGCT 42 0 

Qy 412 TCCACCAAGGGCCCATC 42 8 

Illllllllllllllll 
Db 421 TCCACCAAGGGCCCATC 4 37 



RESULT 12 

BD094920 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

COMMENT 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



BD094920 438 bp DNA linear PAT 27-AUG-2002 

Human monoclonal antibody for human TGF-beta type II receptor and 
pharmaceutical use thereof. 
3D094920 

BD094920.1 GI:22640508 
WO 0136642-A/4. 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates ; 
1 (bases 1 to 438) 
Sakamoto, S. and Kamada,M, 

Human monoclonal antibody for human TGF-beta type II receptor and 

pharmaceutical use thereof 

Patent: WO 0136642-A 4 25-MAY-2001; 

JAPAN TOBACCO INC,SHINJI SAKAMOTO , MASAFUMI KAMADA 
OS Homo sapiens (human) 
FN WO 0136642-A/4 
PD 25-MAY-2001 

PF 17-NOV-2000 WO 2000JP008129 

PR 18-NOV-1999 JP 99P 328681 , 08-NOV-2000 JP OOP 340216 PI 
SHINJI SAKAMOTO, MASAFUMI KAMADA 

PC C12N15/13, C07K16/2 8,C12N5/16, A61K3 9/3 95, A61P4 3/00,A61P13/12, 
PC A61P11/G0, 

PC A61Pl/l6,A61P9/08, A61P9/l0,A61P17/0 6, A61P17/04,A61P17/02, PC 

A61P19/02, 

PC A61P29/00 

CC Human monoclonal antibody for human TGF-beta type II receptor 

CC and 

CC pharmaceutical use thereof 

FH Key Location/Qualif iers 



FT CDS (1) . . (438) . 

FEATURES Location/Qualifiers 
source 1 . .43 8 

/organism="Homo sapiens" 
/mol_type= "genomic DNA" 
/db_xref ="taxon: 9606" 

ORIGIN 

Query Match 81.6%; Score 377; DB 6 ; Length 438; 

Best Local Similarity 93.4%; Pred . No. 2.8e-80; 

Matches 4 08; Conservative 0; Mismatches 20; Indels 9; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIIIIIIIIIIIMMIIMIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIII 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIIIIIIIIIIIMIIIIIIIIII IIIIIIIIIIIIIIIIIIIMIIIIMIMII 

Db 121 TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

ilJIIIIIMIIIIIIIMIIIIIIIilllllMIIIIIIIMIIIIIIIII IIIIMI 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTGACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IMMIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIilMIIMIIIIIIIII 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTGAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 . 

MMIIIIIMIIMIMIIIIIIIIII Mill IIIIMI llllllllll I I 

Db 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGGTGGGGGGG 3 60 
Qy 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCC 411 

M II II llllllllllllll IIIIMIIIIIIMIIIIIII 

Db 351 TGTAGTGGTGGTAGCTGCTACCTCTGGGGCCAGGGAAACCTGGTCACCGTCTCCTCAGCT 42 0 

Qy 412 TCCACCAAGGGCCCATC 42 8 

lllllllillllIMM 
Db 421 TCCACCAAGGGCCCATC 4 37 



RESULT 13 
AF348835 

LOCUS AF348835 489, bp mRNA linear PRI 29-MAR-2001 

DEFINITION Homo sapiens clone 26-23c immunoglobulin heavy chain variable 

region mRNA, partial cds . 
ACCESSION AF348835 

VERSION AF348835-1 GI: 13487750 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Ghordata; Craniata; Vertebrata; Euteleos tomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



1 {bases 1 to 489) 

Arce,E., Jackson, D . G . , Gill, M, A., Bennett , L . B . , Banchereau , J . and 
Pascual,V. 

Increased Frequency of Pre-Germinal Center B Cells and Plasmablasts 
in the Blood of Children with Systemic Lupus Erythematosus 
Unpublished 

2 (bases 1 to 489) 

Jackson, D ,G . , Arce , E . and Pascual,V. 
Direct Submission 

Submitted (12-FEB-2001) Pediatrics, UT Southwestern Medical Center, 
5323 Harry Hines Blvd., Dallas, TX 75390, USA 

Location/ Qualifiers 

1. .489 

/organism="Homo sapiens" 
/ mo 1 _ t y p e = " mRN A ' • 
/db_xref ="taxon: 9606" 
/ chromosome = "14 " 
/clone="26-23c" 

/cell_type= "peripheral B cell; plasmablast" 

/note="from a patient with systemic lupus erythematosus" 

1- .>489 

/note="VH 5-51" 

/codon_start=l 

/product =" immunoglobulin heavy chain variable region" 
/protein_id="AAK27707 . 1" 
/db_xref-"GI : 13487751" 

/translation="MGSTAILALLLAVLQGVCAEVQLVQSGAEVKKPGESLTISCEGS 
GYKFASYWIGWVRQMPGKGLEWMGIIYPGDSNARYSPSFQGQVIISADKANNTAFLQW 
NSLEASDTAMYYCARSPGGLRLAVRFLHWGQGTLVTVSSASTKGPSVFPLAPSSKSTS 
GGT" 



ORIGIN 



Query Match 79.7%; 
Best Local Similarity 88.3%; 
Matches ,417; Conservative 



Score 36 8; DB 9; Length 4 89; 
Pred. No. 4.1e-78; 
0-; Mismatches 40; Indels IS; 



Gaps 



1; 



Qy 


1 


ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 

IIIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIMII 

ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 


60 


Db 


1 


60 


Qy 


61 


GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 

1 Ml II Ml llllll III Mini II mill Mill II II nil MM Mill 

GTGCAGTTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGCGAGTCTCTGACTATCTCT 


120 


Db 


61 


120 


Qy 


121 


TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 


130 


Db 


121 


III Mill MM III II III II IIIIMIIIIIIIIMIIIIMIIIMIIII 

TGTGAGGGTTCTGGATATAAGTTTGCCTCCTACTGGATCGGCTGGGTGCGCCAGATGCCC 


180 


Qy 


181 


GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 

M llllll Mill IIIMMIMIIMMIMIMIIII MUM II III IMIIII 

GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTAATGCCAGATACAGC 


240 


Db 


181 


240 


Qy 


241 


CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 

II Ml Ml II Ml Ml Ml III Mill Mill llllll MM 1 IIIIMII III 

CCGTCCTTCCAAGGCCAGGTCATCATCTCAGCCGACAAGGCCATGAACACCGCCTTCCTA 


300 


Db 


241 


300 


Qy 


301 


CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 


360 



Illllll lllllll IMIIMIMIII MIIIIIIIMIIIMIIII II ' I 

Db 3 01 CAGTGGAACAGCCTGGAGGCCTCGGACACTGCCATGTATTACTGTGCGAGGTCCCCTGGG 3 60 

Qy 361 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

II I III lllllllllllll llllllllllllllllll 

Db 361 GGATTACGTTTGGCGGTACGCTTCCTTCACTGGGGCCAGGGCACCCTGGTCACCGTCTCC 42 0 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

III III I Mill I lllllllllllll Mill II I MM 1 1 lllllll Mill 

Db 421 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 72 



RESULT 14 
AF052379 

LOCUS AF052379 440 bp mRNA linear PRI 24-NOV-1998 

DEFINITION Homo sapiens lymphoma 1 IgG heavy chain variable region mRNA, 

partial cds . 
ACCESS ION AFO 52 3 7 9 

VERSION AF052379.1 GI: 3540258 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
r^lammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 44 0) 

AUTHORS Aarts,W.M., Willemze,R., Bende,R.J., Meijer,C.J., Pals,S-T. and van 
Noesel^C.J. 

TITXjE VH gene analysis of primary cutaneous B-cell lymphomas: evidence 

for ongoing somatic hypermutation and isotype switching 
JOURNAL Blood 92 (10), 3857-3864 (1998) 
MEDLINE 9 902 5 95 9 
PUBMED 9808579 
REFERENCE 2 (bases 1 to 44 0) 
AUTHORS Aarts , W . M . 
TITLE Direct Submission 

JOURNAL Submitted ( 06-MAR-1998 ) Pathology, Academic Medical Center, 
Meibergdreef 9, Amsterdam 1105 AZ, the Netherlands 
FEATURES Location/Qualifiers 
source 1. .440 

/organism= "Homo sapiens" 
/mol_type="mRNA" 
/db_xref ="taxon: 9606" 
/chromosome=" 14 " 
/map="14q32.33" 
/cell_type- "B-cell" 

/tissue_type= "primary cutaneous lymphoma 1 (large B-cell 
lymphoma/f ollicle center cell lymphoma) " 
CDS 1. .>440 

/codon_start=l 

/product^ " IgG heavy chain variable region" 
/protein_id="AAC78781. 1" 
/db_xref="GI : 3540259" 

/translation^ " MGSTAILALLLAVLQGVCAEVQLVQSGAEVKKPGDSLKISCQGS 
GYSFTNYWIGWVRQMPGKGLEWMGLIYPGDSSTRSSPSFEGQVTISADESISTAYLQW 
RSLKASDTAMYFCVRLLSGASRDDYWGQGTPVTVSSASTKGPSV" 

ORIGIN 



Query Match 79.4%; Score 366.8; DB 9; Length 440; 

Best Local Similarity 91.4%; Pred . No. 8e-78; 

Matches 4 02; Conservative 0; Mismatches 32; Indels 6; Gaps 



Qy 

Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIIIIIII 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIIIIIMIIIIIIIIIII.IMIIIIIMIIII Mill llllllll III IN 

61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGATTCTCTGAAAATCTCC 12 0 
121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

Ml llllllll lllllll llllllll IMIIIIIIIIIIIIIIIIII IMIIIMI 

121 TGTCAGGGTTCTGGATACAGCTTTACCAACTACTGGATCGGCTGGGTGCGTCAGATGCCC 18 0 
181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MMMIIIIIIIMIIIIIIIII IMMMMMIMIMM Mill II III! 

181 GGGAAAGGCCTGGAGTGGATGGGGCTCATCTATCCTGGTGACTCAAGTACCAGATCCAGC 24 0 
24 1 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIM Ml II III Mill IIIIMIIMMIIIIIMIIIIIIIIIIII lllllll I 

241 CCGTCCTTCGAAGGCCAGGTCACCATCTCAGCCGACGAGTCCATCAGCACCGCCTACCTG 3 0 0 
3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 36 0 

Mill I II III lllllll I I MIMMMMI lllllll Mill MM ' I I 

3 01 CAGTGGAGAAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGTGAGACTTCTAAGT 3 60 



Qy 

Db 

Qy 
Db 



361 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTC AGCCTCC 414 

II I I IIIIM I MIMMMMI MM lllllll IIMIIII Mini 

3 61 GGGGCTTCTCGCGATGACTACTGGGGCCAGGGAACCCCGGTCACCGTCTCCTCTGCCTCC 4 2 0 

415 ACCAAGGGCCCATCGGTCTT 4 34 

Mllllllllllll Mill 
421 ACCAAGGGCCCATCGGTCTT 440 



RESULT 15 
AY3 93 0 96 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
MEDLINE 
PUBMED 



AY393096 501 bp mRNA linear PRI 04-JUN-2004 

Homo sapiens clone RA702 -G5 - 7 . f a immunoglobulin heavy chain mRNA, 
partial cds . 
AY3 93 0 96 

AY3 93 0 96 . 1 GI : 46254 123 

Homo sapiens (human) 
Homo sapiens 
Eukaryota; Metazoa; 
Mammalia; Eutheria; 
1 (bases 1 to 501) 
Miura, Y. , Chu, C.C. , 
Chiorazzi , N . 

Diversification of the Ig variable region gene repertoire of 
synovial B lymphocytes by nucleotide insertion and deletion 
Mol . Med. 9 (5-8), 166-174 (2003) 
22933091 
14571324 



Chordata; Craniata; Vertebrata; 
Primates; Catarrhini; Hominidae, 



Euteleostomi; 
Homo . 



Dines, D.M., Asnis,S.E., Furie,R.A. and 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 



FEATURES 

source 



Dines, D.M., Krauss,E.S., Asnis,S.E., Furie,R.A. 



CDS 



2 (bases 1 to 501) 
Miura, Y. , Chu,C.C. , 
and Chiorazzi,N, 
Direct Submission 

Submitted ( 17 -SEP-2003 ) Center for Immunology and Inflammation, 
North Shore - LI J Research Institute, 350 Community Drive, 
Manhasset, NY 11030, USA 

Locat ion/Qua 1 i f iers 

1. .501 

/organism^ "Homo sapiens " 
/mol_type-"mRNA" 
/isolate="RA702" 
/db_xref ="taxon: 9606" 
/clone="RA702-G5-7 . fa" 
/cell_type- "B lymphocyte" 

/tissue_type= " rheumatoid arthritis synovial tissue" 

<1. .>501 

/note="IgG" 

/codon^start^l 

/product=" immunoglobulin heavy chain" 
/protein_id="AAS86032 .1" 
/db_xref ="GI : 4 62 54124" 

/translation="LLLAVLQGVCAEVQLVQSGAEVKKPGESLKISCKASGYSFTSYW 
IGWVRQMPGKGLEWMGIVYPGDSHIKYSPSFQGQVTISADKSLSTAYLQWISLKASDT 
AMYYCARFHKFNIVVGLFDYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGC 
LVKDYFP" 



ORIGIN 



Query Match 79.3%; Score 366.4; DB 9; Length 501; 

Best Local Similarity 90.8%; Pred. No. 9.9e-78; 

Matches 407; Conservative 0; Mismatches 26; Indels 15; Gaps 



1; 



Qy 

Db 

Qy 

Db 



2 5 CTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAGGTGCAGCTGGTGCAGTCTGGAGCA 84 

IIMIMIIIIMMIMIIIII IIIIIIIIMIMIIMIIIMI MIIIMIIIII 

1 CTCCTCCTGGCTGTTCTCCAAGGGGTCTGTGCCGAGGTGCAGCTGGTACAGTCTGGAGCA 6 0 
85 GAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTT 144 

IIIIIIIIIMIII IIIIIIIIIIIIIIIIIMMII MM MMIMMMMMI 

61 GAGGTGAAAAAGCCGGGGGAGTCTCTGAAGATCTCCTGCAAGGCTTCTGGATACAGCTTT 12 0 



Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 



14 5 ACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGG 2 04 

IM MMMMMMIMMMMMMMMMMMMMMMMMMMMM. 

121 ACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGA 18 0 
2 0 5 ATCATCTATCCTGGTGACTCTGATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACC 2 64 

Ml MMMMMMMMI Ml M MUM II I M II M I M II I M II II I II 

181 ATCGTCTATCCTGGTGACTCTCATATCAAATACAGTCCGTCCTTCCAAGGCCAGGTCACC 24 0 

2 65 ATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCG 324 

IIIIIIIIMIIIMMI MM IIIIIIIM Mill Mill IIIIIIIMIIIIIII 

241 ATCTCAGCCGACAAGTCCCTCAGTACCGCCTACCTGCAGTGGATCAGCCTGAAGGCCTCG 3 00 
32 5 GACACCGCCATGTATTACTGTGCGAGAGACCA ACTGGGCCTCTTT 369 

IIIIIIMIIIIIIIM Mllllll III I lllllllll 

3 01 GACACCGCCATGTATTATTGTGCGAGGTTCCATAAGTTTAATATTGTTGTCGGCCTCTTT 3 60 



Qy 



3 7 0 GACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAGGGCCCATCG 



429 



IIMIIIIIIIIMIIIIIIMIIIIIIIMMMIIIIM 1 1 M I I I I M 1 1 1 1 I M I 

Db 361 GACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCTTCCACCAAGGGCCCATCG 4 20 

Qy 43 0 GTCTTCCCCCTGGCACCGTCCTCCAAGA 45 7 

Mllllllllllll MM Mill II 

Db 421 GTCTTCCCCCTGGCGCCCTGCTCCAGGA 44 8 



Search corr.pleted: December 2, 2004, 17:01:15 
Job time : 2473.59 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 20 04 Compugen Ltd, 



OM nucleic - nucleic search, using sw model 



Run on: December 2, 2004, 12:19:02 ; Search time 357.717 Seconds 

{without alignments) 
6779.752 Million cell updates/sec 

Title: US-08-728-463B-207 
Perfect score: 462 

Sequence: 1 ATGGGGTCAACCGCCATCCT CACCCTCCTCCAAGAAGCTT 462 



Scoring table : IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4134886 seqs, 2624710521 residues 

Total number of hits satisfying chosen parameters : 3269772 



Minimum DB seq length: 0 

Maximiim DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : N_Geneseq_2 3Sep04 : * 

1 : geneseqnl980s : * 

2: geneseqnl990s : * 

3: geneseqn2000s : * 

4: geneseqn2001as : * 

5: geneseqn2001bs : * 

6: geneseqn2002as : * 

7: geneseqn2002bs : * 

8: geneseqn2003as : * 

9: geneseqn2003bs : * 
10: geneseqn2003cs : * 
11: geneseqn2 003ds : * 
12: geneseqn2004s : * 

Pred . No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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.9 
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ALIGNMENTS 



RESULT 1 
AAT73442 



ID AAT73442 standard; DNA; 462 BP. 
XX 

AC AAT73442; 
XX 

DT 03-DEC-1997 (first entry) 
XX 

DE Human immunoglobulin light chain variable region partial transcript. 
XX 

KW Ig; affinity constant; human; antigen; hybridoma; B cell; transgene; 

KW transgenic; mouse; CD4 ; antibody; autoimmune; inflammatory; 

KW transplant rejection; ss . 
XX 

OS Homo sapiens. 
XX 

PN W09713852-A1 . 
XX 

PD 17-APR-1997. 
XX 

PF lO-OCT-1996; 96WO-US01643 3 . 
XX 

PR lO-OCT-1995; 95US-00544404 . 
XX 

PA (GENP-) GENPHARM INT INC. 
XX 

PI Lonberg N, Kay RM; 
XX 

DR WPI; 1997-235888/21. 
XX 

PT Novel anti-CD4 antibody produced by transgenic mice - used in the 

PT treatment of auto- immune disease etc. 

XX 

PS Claim 44; Page 255-256; 396pp; English. 
XX 

CC A novel composition has been developed which comprises an immunoglobulin 

CC (Ig) having an affinity constant (Ka) of at least 2 multiply 1000000000 M 

CC -1 for binding to a predetermined human antigen. The present sequence 

CC represents a human light chain variable region partial nucleotide 

CC sequence, 4D1 gamma, which encodes an amino acid sequence from a claimed 

CC immunoglobulin that specifically binds human CD4 . The anti-CD4 antibodies 

CC may be used in therapeutic and diagnostic applications, especially for 

CC the treatment of human diseases. These antibodies reduce activity of CD4 

CC cells and reduce undesirable autoimmune reactions, inflammatory response 

CC and transplant rejection. Transgenic animals are capable of producing 

CC heterologous antibodies of multiple isotypes by undergoing isotype 

CC switching. These animals produce a first Ig type that is necessary for 

CC antigen-stimulated B-cell maturation and can switch to encode and produce 

CC one or more subsequent heterologous isotypes 

XX 

SQ Sequence 462 BP; 91 A; 148 C; 129 G; 94 T; 0 U; 0 Other; 

Query Match 100.0%; Score 462; DB 2; Length 462; 

Best Local Similarity 100.0%; Pred. No. 2.6e-102; 

Matches 462; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIMMIIIMIIIIMIIIIIIIMIMIIIIIIMIIIMIIMMMMIIIII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 



Qy 


61 


GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 


120 


Db 


61 


MIIIIIIIIIIIIIIMMIIMIIMIIMIIIMMIIIIIIIIIIIIIMIMIII 

GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 


120 


Qy 


121 


TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 


180 


Db 


121 


IIIIIIIIIIJIMIIIIIIIIIIIIIIIIIMIIIIIMIIMIIMIIIMMIIIII 

TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 


180 


Qy 


181 


GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIMIIIIIIIIIIIIIIIIIIMMMM 

GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 


24 0 


Db 


181 


240 


Qy 


241 


CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCAGCGCCTACCTG 


300 


Db 


241 


IMIIIIIIIIIIIIMIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIMMIIIIII 

CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 


300 


Qy 


301 


CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 

MMIIIIMIIIIIIIIIIIMIIIIIIIIMIIIIIMMIIIIIMIIIIIIMIII 

CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 


360 


Db 


301 


360 


Qy 


361 


GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 

IMIIMIMMIIMIIIMIIIIIMIIMMIIIIIIIIilMIIIIIMIIIIMI 

GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 


420 


Db 


361 


420 


Qy 


421 


GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

IIIMMIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIII 

GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 




Db 


421 





RESULT 2 
AAV3 924 0 

ID AAV39240 standard; DNA; 462 BP. 
XX 

AC AAV3 924 0; 
XX 

DT 18-DEC-1998 (first entry) 
XX 

DE Functional gamma transcript isolated from transgenic cell line 4D1. 

XX . 

KW Transgenic animal; human heterologous antibody; transgene; 

KW isotype switching; neutrophil efflux; reperfusion injury; CD4 binding; 

KW autoimmune reaction; inflammatory response; transplant rejection; 

KW acid induced lung injury; acute adult respiratory distress syndrome; 

KW ARDS; vasculitis; septic shock; allergic reaction; asthma; 

KW cystic fibrosis; ss . 

XX 

OS Synthetic. 

OS Homo sapiens . 

OS Mus sp . 
XX 

PN W09824884-A1, 
XX 

PD ll-JUN-1998. 
XX 

PF Ol-DEC-1997; 97WO-US02 1803 . 
XX 



PR 02-DEC-1996; 96US - 007 5 84 17 . 

XX - - 

PA {GENP-) GENPHARM INT. 

XX 

PI Lonberg N, Kay RM; 

XX . 

DR WPI; 1998-333306/29; 

XX 

PT Hybridoma producing antibody specific for interleukin- 8 - used to prevent 

PT efflux of neutrophils from vasculature, and treat reperfusion injury . 
XX 

PS . Example 41; Page 3 04; 4 5 2pp; English. 
XX 

CC AAV3 9232-41 represent functional transcripts of a human IgGKappa anti-CD4 

CC antibody. The sequences are isolated from 5 different transgenic mouse 

CC hybridoma cell lines. The . specif ication describes transgenic non-human 

CC animals, especially a mouse, which are capable of producing a human 

CC . heterologous antibodies of multiple isotypes by undergoing isotype 

CC switching. The transgenic animals have human heavy and light chain 

CC - transgenes. The transgenes are capable of functionally rearranging a 

CC heterologous diversity (D) gene in a variable -diversity- junction (V-D-J) 

CC recombination. The transgenes include a heavy chain transgene comprising 

CC at least one V, D and J gene segment, and one constant region gene 

CC segment. The immunoglobulin (Ig) light chain transgene comprises at least 

CC one V and J gene segment and one constant region gene segment. The gene 

CC segments are heterologous to the transgenic animal. The antibody can be 

CC used to prevent efflux of neutrophils from vasculature. It can also be 

CC used to treat reperfusion injury. CD4 binding antibodies are used to 

CC reduce undesirable autoimmune reactions, inflammatory responses and 

CC rejection of transplanted organs. The anti-IL-8 antibodies can reduce 

CC tissue damage and prolong survival in animal models of acute adult 

CC respiratory distress syndrome (ARDS) and acid induced lung injury. The 

CC anti-IL-8 antibodies can also be used for the treatment of vasculitis, 

CC septic shock, allergic reactions (e.g. asthma) and cystic fibrosis 

XX 

SQ Sequence 462 BP; 91 A; 148 C; 129 G; 94 T; 0 U; 0 Other; 

Query Match 100.0%; Score 462; DB 2; Length 462; 

Best Local Similarity 100.0%; Pred. No. 2.6e-102; 

Matches 462; Conservative 0; Mismatches 0; Indels 0; Gaps 0 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

MIMMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIMIIIIIIIMMIIIIIIII 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 M M 

Db 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MIMIIIIMIIIMIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIiMIIMIIMII 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 



Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIMIIIIIIMIIIIIIIMIIIIIIIIIIIIIMIMMIIIIMIIMIIIIIM 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IIIIIIIMIMIIIIIIIIIIIIIIIIIMIIIMIIMMIIIIMIIIIIIIIIIM 

Db 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

Qy 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

MIMIIIIIIIIMIIIMIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIMIII 

Db 3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 4 2 0 

Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

IIIIIIIIIIIIIIIIIIIIII1IIIIIIIIMIIIIIIIII 

Db 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 462 



RESULT 3 


AAZ21994 


lU 




XX 






^ ± J if ^ , 


W 

AA 




U X 


O A K\ri\T 1 Q Q Q ( -F i t^c h p^n t~ y\r \ 


XX 




Uti 


JtrdHL-J-ci-L I1U.L.J.COI LUtr t>trL^U.dlt,C J_tJX ct J-U.liv^UXv_/iJ.cix i_JLcii-io\^JLX^L. tijj. ctiiLiitci . 


V V 

AA 




KV\/ 


irnnsgeiiic siiiiTia.x; neLcxroxoyous diiLXijoay, iiyux xlioiiicj ^ jd t^cxx, 


ivw 


L X d llo vJ C 11 X O ilUJUo"^ llUllidll liCctvy L^lidXll J. diloy ^iic / _l y v^/* J^. _l i i / rv_,xv ^ j. 1 1 -i_ / 


KW 


nuiTia.n iignc cna.m Lxa,nsgene; immoi uaxxzeu. uexx, xnunuiiuy xljxjuxxii, 


KW . 


bninga.-iiKe uoxin; auTioirnntune axsea.se; cancex ; xnxecL-xoLis a.xt>e(it>e, 


TTTaI 
xVW 


L X dlio^ X dll U X c J c X wll , yj X\.>\J\X LiX ov_/X (JC; J. / i_.wciyui-Lcii — lwii ij. j. o w i c j. , oo . 


XX 




OS 


Synthetic. 


05 


Homo sapiens . 


XX 




PN 


W09945962-A1 . 


XX 




PD 


16-SEP-1999. 


XX 




PF 


12-MAR-1999; 99WO-US005535 . 


XX 




PR 


13-MAR-1998; 98US - 00042 3 53 . 


XX 




PA 


(GENP-) GENPHARM INT INC. 


XX 




PI 


Lonberg N, Fishwild DM, Ball WJ; 


XX 




DR 


WPI; 1999-551219/46. 


XX 




PT 


Wovel transgenic non-human animals used to produce heterologous 


PT 


antibodies . 


XX 




PS 


Example 41; Page 305; 484pp; English. 


XX 




CC 


The specification describes transgenic animals that are capable of 


CC 


producing a heterologous antibody. The antibodies are isolated form a 



cc hybridoma, comprising B cells, that is obtained from a transgenic mouse 

CC having a genome comprising a human heavy chain transgene and a human 

CC light chain transgene. The B cells are fused to immortalized cells 

CC suitable for generating a hybridoma, which produces a detectable amount 

CC of an immunoglobulin that specifically binds digoxin or Shinga-like 

CC toxin. B cells from transgenic animals can be used to generate hybridomas 

CC expressing monoclonal high affinity human sequence antibodies. Antibodies 

CC produced from the transgenic animals of the invention can be used to 

CC treat human diseases, e.g. autoimmune diseases, cancer, infectious 

CC disease, transplant rejection, blood disorders such as coagulation 

CC disorders and other diseases. The present sequence represents a partial 

CC nucleotide sequence for a functional transcript used in the course of the 

CC invention 

XX 

SQ Sequence 462 BP; 91 A; 148 C; 129 G; 94 T; 0 U; 0 Other; 

Query Match 100.0%; Score 462; DB 2; Length 462; 

Best Local Similarity 100.0%; Pred . No. 2.6e-102; 

Matches 462; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IMIIIIIMIIIIMIIIMIMMIIIIMIIIIIMMMIIMMMIIMMIII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

MIIMIIIIIIIIMIIIMIIMIIIIIIIIIIMMiMIIIIIIIIIMIMIIII 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

I I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M I 1 1 i M 1 1 I M 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 

Db 121 TGTA AGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

Qy ]81 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIMIIIIIIIIIIIIIIMMIIIIIIIIIIIIIIIIIIIIIIillllMIIIMI 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIMMIIIIIIIIIIIMMIIMIIIMIIIIIIIIIIIIIIMIMIMIIIIIII 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 36 0 

IIIMIIIIMIIIIIilllllllllMIIIIIIMIIIIIMIIIIIMIIIIIMIII 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 36 0 

Qy 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

I M I M M 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 M 1 1 M I 

Db 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

llllllllllllllllllllllllllllllllllllllllll 

Db 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 



RESULT 4 
AAD56207 

ID AAD56207 standard; DNA; 7558 BP. 
XX 



AC AAD56207; 
XX 

DT 07-AUG-2003 (first entry) 
XX 

DE Human AB-PGl-XGl-069 PSMA antibody heavy chain DNA. 
XX 

KW Human; Prostate specific membrane antigen; carcinoma; sarcoma; cancer; 

KW PSMA; melanoma; therapy; N-acetylated alpha-linked acidic dipeptidase; 

KW folate hydrolase; dipeptidyl dipeptidase IV; gamma-glutamyl hydrolase; 

KW NAALADase; antibody; ds . 
XX 

OS Homo sapiens . 
XX 

PN WO2003034903-A2 . 
XX 

PD Ol-MAY-2003. 
XX 

PF 23-OCT-2002; 2 002WO-US033 944 . 
XX 

PR 23-OCT-2001; 2001US- 0335215P . 

PR 07-MAR-2002; 2 0 02US - 03 6274 7P . 

PR 20-SEP-2002; 2 002US- 04 12618P . 
XX 

PA (PSrvlA-) PSMA DEV CO LLC. 
XX 

PI Maddon PJ, Donovan CP, Olson WC, Schuelke N, Gardner J, Ma D; 
XX 

DR WPI; 2003-403281/38. 
XX 

PT Novel isolated antibody which binds to epitope on prostate specific 

PT membrane antigen, and competitively inhibits binding of second antibody 

PT to its target epitope on the antigen, useful for treating prostate 

PT cancer . 

XX 

PS Claim 1; Page 193-197; 238pp; English. 
XX 

CC The invention relates to an antibody or its antigen-binding fragment 

CC which specifically binds to epitope on prostate specific membrane antigen 

CC (PSMA) , and competitively inhibits the specific binding of a second 

CC antibody to its target epitope on PSMA. The invention is useful for 

CC diagnosing, treating or preventing PSMA-mediated disease such as prostate 

CC caiicer or non-prostate cancer bladder chosen from cancer including 

CC transitional cell carcinoma, pancreatic cancer including pancreatic duct 

CC carcinoma, lung cancer including non- small cell lung carcinoma, kidney 

CC cancer including conventional renal cell carcinoma, sarcoma including 

CC soft tissue sarcoma, breast cancer including breast carcinoma, brain 

CC cancer including glioblastoma multiforme, neuroendocrine carcinoma, colon 

CC cancer including colonic carcinoma, testicular cancer including 

CC testicular embryonal carcinoma, or melanoma including malignant melanoma. 

CC The invention is useful also for inhibiting or enhancing folate hydrolase 

CC activity of a folate hydrolase polypeptide, N-acetylated alpha-linked 

CC acidic dipeptidase (NAALADase) activity of a NAALADase polypeptide, 

CC dipeptidyl dipeptidase IV activity of a dipeptidyl dipeptidase IV 

CC polypeptide, gamma-glutamyl hydrolase activity of a gamma-glutamyl 

CC hydrolase polypeptide. The present sequence is human PSMA antibody heavy 

CC chain DNA 

XX 



SQ Sequence 7558 .BP; 1719 A; 2120 C; 1972 G; 1747 T; 0 U; 0 Others- 



Query Match 90.3%; Score 417; DB 8; Length 7558; 

Best Local Similarity 95.5%; Pred . No. 3.4e-91; 

Matches 442; Conservative 0; Mismatches 15; Indels 6; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

1 1 1 1 1 1 1 1 1 1 1 1 I I I M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 

Db 92 3 ATGGGGTCAACCGTCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 982 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I M 1 1 1 1 1 1 I M 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M I 

Ob 983 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 1042 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

MIIMIIIMIIIIIIIIIIMMII I IMIIIIIIIIIIIIIMIMMIMIIII 

Db 104 3 TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGGCTGGGTGCGCCAGATGCCC 1102 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 M I M I M I M I 

Db 110 3 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 1162 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MIIIIIIIMIIIMIMIIMIIIIIIMMMMMMIIMIIMMIIIIIMII 

Db 1163 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 12 22 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 i 1 1 1 1 1 1 1 M 1 1 M I M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 M I 

Db 122 3 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGGATGGCA 12 82 

Qy 355 rAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I MM MMMMMMMMIMMMMMMMMMMMMIMMMI 

Db 12 0 3 GCAGCTGGCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 13 42 

Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MMMMMMMMMMMMMMMMMI MMI 

Db 134 3 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCTAGCAAGA 13 85 



RESULT 5 
AAD56222 

ID AAD56222 standard; DNA; 469 BP . ^ 
XX 

AC AAD56222; 
XX 

DT 07-AUG-2003 (first entry) 
XX 

DE Human AB-PGl-XGl - 06 9 PSMA antibody heavy chain variable region (VH) DNA. 
XX 

KW Human; Prostate specific membrane antigen; carcinoma; sarcoma; cancer; 

KW PSMA; melanoma; therapy; N-acetylated alpha-linked acidic dipeptidase; 

KW folate hydrolase; dipeptidyl dipeptidase IV; gamma -glutamyl hydrolase; 

KW NAALADase; antibody; heavy chain variable region; VH; gene; ds . 
XX 

OS Homo sapiens. 
XX 

FH Key Location/Qualifiers 



FT CDS 11. .424 

FT /*tag= a 

PX /product= "PSMA antibody heavy chain variable region" 

FT /note= "No stop codon" 

FT /partial 
XX 

PN WO2003034903-A2 . 
XX 

PD Ol-MAY-2003. 
XX 

PF 23-OCT-2002; 2 002WO-US03 3 944 . 

XX • , 

PR 23-OCT-2001; 2001US-0335215P . 

PR 07-MAR-2002; 2002US-0362747P . 

PR 20-3EP-2002; 2002US-04 12618P . 

XX 

PA (PSMA-) PSMA DEV CO LLC. 
XX 

PI Maddon PJ, Donovan GP, Olson WC, Schuelke N, Gardner J, Ma D; 
XX 

DR - WPI; 2003-403281/38. 

DR P-PSDB; AAE37207. 
XX 

PT Novel isolated antibody which binds to epitope on prostate specific 

PT membrane antigen, and competitively inhibits binding of second antibody 

PT to its target epitope on the antigen, useful for treating prostate " 

PT cancer. 

XX 

PS Claim 20; Page 233-234; 238pp; English. 
XX 

CC The invention relates to an antibody or its antigen-binding fragment 

CC which specifically binds to epitope on prostate specific membrane antigen 

CC (PSMA) , and competitively inhibits the specific binding of a second 

CC antibody to its target epitope on PSMA. The invention is useful for 

CC diagnosing, treating or preventing PSMA-mediated disease such as prostate 

CC cancer or non-prostate cancer bladder chosen from cancer including 

CC transitional cell carcinoma, pancreatic cancer including pancreatic duct 

CC carcinoma, lung cancer including non-small cell lung carcinoma, kidney 

CC cancer including conventional renal cell carcinoma, sarcoma including 

CC soft tissue sarcoma, breast cancer including breast carcinoma, brain 

CC cancer including glioblastoma multiforme, neuroendocrine carcinoma, colon 

CC cancer including colonic carcinoma, testicular cancer including 

CC testicular embryonal carcinoma, or melanoma including malignant melanoma. 

CC The invention is useful also for inhibiting or enhancing folate hydrolase 

CC activity of a folate hydrolase polypeptide, N-acetylated alpha-linked 

CC acidic dipeptidase (NAALADase) activity of a NAALADase polypeptide, 

CC dipeptidyl dipeptidase IV activity of a dipeptidyl dipeptidase IV 

CC polypeptide, gamma -glutamyl hydrolase activity of a gamma -glutamyl 

CC hydrolase polypeptide. The present sequence is human PSMA antibody heavy 

CC chain variable region (VH) DMA 

XX 

SQ Sequence 469 BP; 91 A; 149 C; 134 G; 95 T; 0 U; 0 Other; 



Query Match 89.6%; Score 413.8; DB 8; 

Best Local Similarity 96.0%; Pred . No. 1.3e-90; 
Matches 437; Conservative 0; Mismatches 12; 



Length 469; 

Indels 6; Gaps 1 



Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIMIMIMM IIIIMIIIIMIIIIMIIMIIIIIIMIIIIIIIMIIIMII 

Di3 11 ATGGGGTCAACCGTCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 7 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

.| I I I I I I I I I I I I I I M I I I I I M I I I I M I M I I I I I I I I I I M I M I I I I I I I I I I I i 

Db 71 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 13 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGGGCCAGATGCCC 180 

IIIIIIIIIIMIIIIIMIMIMII I IMIIIIIIIIIIMMIMIIMMMII 

Db 131 TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGGCTGGGTGCGCCAGATGCGC 190 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MMMIIIIIIIIIIMIMIIMIIIMIIMIIIIIIIIIMMIIIII lllllll 

Db 191 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 250 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3Q0 

IMIIIIIIIIIIIIIIMMIIMIIIIIIMIIIIIIIIIIIIMIMIIIIIIMM 

Db 2 51 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 310 
Qy 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

MMIIIMIIIIIMIIIIIIIMIIIMIIMIIIIIIIIIIMIMII I 

Db 3 11 GAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGGATGGCA 3 7 0 

Qy ^55 GAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I MM MMIIMMIMIIIMIMMMIIIIIIIIIMIMIIMIIIIII 

Db 371 GCAGCTGGCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 43 0 



Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTC 44 9 

MIIIIIIIIIIIIMIIIMIIIIIIIIIIIMI 

Db 431 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTC 4 65 



RESULT 6 
ADM41566 

ID Ar)M41566 standard; cDNA; 1401 BP. 
XX 

AC ADM41566; 
XX 

DT 03-JXJN-2004 (first entry) 
XX 

DE Anti-interleukin-1 receptor type 1 antibody heavy chain cDNA. 
XX 

KW Human- monoclonal antibody; antibody; interleukin- 1 ; receptor; 

KW antiasthmatic ; antiinflammatory; dermatological ; antiallergic; 

KW protozoacide; antirheumatic; antiarthrit ic ; osteopathic; vasotropic; 

KW analgesic; antidiabetic; nephrotropic ; ant ianaemic ; ^ nootropic; 

KW anticonvulsant; dermatological; antigout; antiparkinsonian; antidiabetic; 

KVJ cytostatic; gene; ss. 

XX 

OiS Homo sapiens . 



XX 

FH Key Location/Qualifiers 

FT CDS 1- .1401 

FT /*tag= a 

FT /product= "Heavy chain" 

FT /partial 



FT /note- "No stop codon" 
XX 

PN WO2004022718-A2 . 
XX 

PD 18-MAR-2004. 
XX 

PF 05-SEP-2003; 2003WO-US027978 . 
XX 

PR 06 -SEP- 2 0 02 ; 2 0 02US - 04 087 1 9P . 
XX 

PA (AMGE-) AMGEN INC. 
XX 

PI Varnum B, Vezina Witte A, Qian X, Martin F, Huang H; 

PI Elliott G; 

XX 

DR WPI; 2004-248462/23. 

DR P-PSDB; ADM41567. 
XX 

PT Isolated human antibody that specifically binds interleukin- 1 receptor 

PT type 1 (IL-lRl) useful for treating IL-1 mediated diseases such as 

PT rheumatoid arthritis, osteoarthritis and inflammatory conditions. 
XX 

PS Example 7; SEQ ID NO 31; 17 9pp; English. 
XX 

CC The present sequence is that of cDNA encoding a human ant i -interleukin - 1 

CC receptor type 1 (IL-lRl) monoclonal antibody (MAb) heavy chain. The 

CC invention provides antibodies that comprise this heavy chain sequence. 

CC Hunian MAbs to IL-lRl were prepared using the HCo7 strain of transgenic 

CC mice, which expresses human antibody genes. These mice were immunised 

CC with purified recombinant IL-lRl, and splenocytes from immunised mice 

CC were fused to a mouse myeloma cell line to generate hybridomas . 

CC Hybridomas which secreted a MAb that bound with high avidity to IL-lRl 

CC were selected. The MAbs inhibit IL-1 signalling by competing with Ih- 

CC Ibeta and IL-lalpha binding to IL-IR. These MAbs, as well as single chain 

CC antibodies single chain Fv antibodies. Fab antibodies, Fab' antibodies 

CC and (Fab') 2 antibodies derived from them, are used in methods of treating 

CC IL~1 mediated diseases or for detecting the amount of IL-lRl in a sample. 

CC IL-1 mediated diseases include acute pancreatitis, amyotrophic lateral 

CC sclerosis, Alzheimer's disease, cachexia, anorexia, asthma, 

CC atherosclerosis, autoimmune vasculitis, chronic fatigue syndrome, 

CC Clostridium associated illnesses, coronary conditions, cancer including 

CC leukaemia and tumour metastasis, diabetes, endometriosis, fever, 

CC fibromyalgia, glomerulonephritis, graft versus host disease, 

CC osteoarthritis, rheumatoid arthritis, inflammatory eye disease, 

CC ischaemia, Kawasaki's disease, learning impairment, lung diseases, 

CC multiple sclerosis, myopathy, osteoporosis, pain, Parkinson's disease, 

CC periodontal disease, pre-term labour, psoriasis, reperfusion injury, 

CC septic shock, side effects of radiation therapy, temporal mandibular 

CC joint disease, sleep disturbance, uveitis, or an inflammatory condition 

CC resulting from strain, sprain, cartilage damage, trauma, orthopaedic 

CC surgery, infection or other disease processes. 

XX 

SQ Sequence 1401 BP; 318 A; 462 C; 374 G; 247 T; 0 U; 0 Other; 



Query Match 87.4%; Score 404; DB 12; Length 1401; 

Best Local Similarity 93.9%; Pred. No. 3.6e-88; 

Matches 432; Conservative 0; Mismatches 25; Indels 3; Gaps 



1 



Qy , 


1 


ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 


60 


Db 


1 


MIIIIMIIIIIMIIIIIMIIIIIIIMIIIIIMIIMIMIMIIIIIIIIIII! 

ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 


60 


Qy 


61 


GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 


120 


Db 


61 


1 1 1 1 1 1 ! 1 1 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 11 M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 M 1 

GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 


120 


Qy 


121 


TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 

Mllllllllllllllllllllll II 1 IIIIIIIM IIIIIIMIIIMIIIIII 

TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 


180 


Db 


121 


180 


Qy 


181 


GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 

MIIIMIIIIIIIIIIIIIIIIIIIIIII IIIIIIIM M MM Mi II IIIIIM 

GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 


240 


Db 


181 


240 


Qy 


241 


CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 


300 


Db 


241 


IIMIMMIMIMMMIMMMMMMMMM MM MM II MM MM 

CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGGGCCACCTACCTG 


300 


Qy 


301 


CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA CCAA 

MMMMMMMMMMMMMMMMMMMM M IMIIIII 1 II 

CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 


357 


Db 


301 


360 


Qy 


3 58 


CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 

MM MMIMIIIIIIIIIMMIIIIIIIIIIMIIIIIII IIIIMIII 

CTCGACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCTAGTGCCTCCACC 


417 


Db 


361 


420 


Qy 


418- 


AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MMMMMMMMMMMMMMMMMMMM 

AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 6 0 




Db 


421 





RESULT 7 
ADM41568 

ID ADM41568 standard; cDMA; 1389 BP. 
XX 

AC ADM4.1568; 
XX 

DT 03-JUN-2004 (first entry) 
XX 

DE Anti-interleukin-1 receptor type 1 antibody heavy chain cDNA. 
XX 

KW Human; monoclonal antibody; antibody;- interleukin- 1 ; receptor; 

KW antiasthmatic; antiinflammatory; dermatological ; antiallergic; 

KW protozoacide; antirheumatic; antiarthritic ; osteopathic; vasotropic; 

KW analgesic; antidiabetic; nephrotropic ; antianaemic; nootropic; 

KW anticonvulsant; dermatological; antigout; antiparkinsonian; antidiabetic; 

KW cytostatic; gene; ss . 

XX 

OS Homo sapiens . 
XX 

FH Key Location/Qualifiers 

FT CDS 1. .13 8 9 

FT . /*tag- a 

FT /product= "Heavy chain" 



FT /partial 

FT /note^ "No stop codon" 

XX 

PN WO2004022718-A2 . 
XX 

PD 18~MAR-2004. 
XX 

PF 05-SEP-2003; 2003WO-US027978 . 
XX 

PR 06-SEP-2002 ; 2 0 02US - 04 0871 9P . 
XX 

PA (AMGE-) AMGEN INC. 
XX 

PI Varrium Vezina C, Witte A, Qian X, Martin F, Huang H; 

PI Elliott G; 

XX 

DR WPI; 2004-248462/23- 

DR P-PSDB; ADM41569. 
XX 

PT Isolated human antibody that specifically binds interleukin- 1 receptor 

PT type 1 (IL-lRl) useful for treating IL-l mediated diseases such as 

PT rheumatoid arthritis, osteoarthritis and inflammatory conditions. 
XX 

PS Example 7; SEQ ID NO 33; 17 9pp; English. 
XX 

CC The present sequence is that of cDNA encoding a human anti- interleukin- 1 

CC receptor type 1 (IL-lRl) monoclonal antibody (MAb) heavy chain. The 

CC invention provides antibodies that comprise this heavy chain sequence. 

CC Human MAbs to IL-lRl were prepared using the HCo7 strain of transgenic 

CC mice, V7hich expresses human antibody genes. These mice were immunised 

CC with purified recombinant IL-lRl, and splenocytes from immunised mice 

CC were fused to a mouse myeloma cell line to generate hybridomas . 

CC Hybridomas which secreted a MAb that bound with high avidity to IL-lRl 

CC were selected. The MAbs inhibit IL-1 signalling by competing with IL- 

CC Ibeta and IL-.lalpha binding to IL-IR. These MAbs, as well as single chain 

CC antibodies single chain Fv antibodies. Fab antibodies, Fab' antibodies 

CC and {Fab') 2 antibodies derived from them, are used in methods of treating 

CC IL-1 mediated diseases or for detecting the amount of IL-lRl in a sample. 

CC IL-1 mediated diseases include acute pancreatitis, amyotrophic lateral 

CC sclerosis, Alzheimer's disease, cachexia, anorexia, asthma, 

CC atherosclerosis, autoimmune vasculitis, chronic fatigue syndrome, 

CC Clostridium associated illnesses, coronary conditions, cancer including 

CC leukaemia and tumour metastasis, diabetes, endometriosis, fever, 

CC fibromyalgia, glomerulonephritis, graft versus host disease, 

CC osteoarthritis, rheumatoid arthritis, inflammatory eye disease, 

CC ischaemia, Kawasaki's disease, learning impairment, lung diseases, 

CC multiple sclerosis, myopathy, osteoporosis, pain, Parkinson's disease, 

CC periodontal disease, pre-term labour, psoriasis, reperfusion injury, 

CC septic shock, side effects of radiation therapy, temporal mandibular 

CC joint disease, sleep disturbance, uveitis, or an inflammatory condition 

CC resulting from strain, sprain, cartilage damage, trauma, orthopaedic 

CC surgery, infection or other disease processes. 

XX 

SQ Sequence 1389 BP; 313 A; 459 C; 374 G; 243 T; 0 U; 0 Other; 



Query Match 86.4%; Score 399.2; DB 12; Length 1389; 

Best Local Similarity 93.3%; Pred. No. 5.2e-87; 



Matches 429; Conservative 0; Mismatches 28; Indels 3; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIIIIIIIIIIMIMIIIIMIMMMIIIMIIMIIIIIIMIIIIIIIIIII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIII IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIM 

Db 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIMIIMIIIIIIIIIIIII M I IIMIIIII IIIIIIIIIIIIIMIIII 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 18 0 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

I mill I HIM mill mill iiMi miiiiii mmmiimi mi mm 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIMIimilMIIIIIIIIIIMMIMIIIII MM MM 11 IMIIIII 

Db - 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGCGCCACCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA- - -CCAA 3 57 

MMIMIimilMIIIIIIIIIIIMMMIIlim MMMIIMI II 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 36 C 

Qy 3 53 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 417 

II I I MIIIIMIIIIIIIIIIMIMMIIIimiMMII IIMIIIII 

Db 361 CTCGACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCTAGTGCCTCCACC 42 0 

Qy 418 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IMIIIII Miimiiii mm I mm mim ii 

Db 421 AAGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGA 460 



RESULT 8 
ADM41570 

ID ADM41570 standard; cDNA; 1392 BP. 
XX 

AC ADM41570; 
XX 

DT 03-JUN-2004 (first entry) 
XX 

DE Anti-iilterleukin-1 receptor type 1 antibody heavy chain cDNA. 
XX 

KW Human; monoclonal antibody; antibody; interleukin- 1 ; receptor; 

KW antiasthmatic; antiinflammatory; dermatological ; antiallergic; 

KW protozoacide; antirheumatic; antiarthritic ; osteopathic; vasotropic; 

KW analgesic; antidiabetic; nephrotropic ; antianaemic; nootropic; 

KW anticonvulsant; dermatological; antigout; antiparkinsonian; antidiabetic; 

KW cytostatic; gene; ss. 

XX 

OS Homo sapiens. 
XX 

FH Key Location/Qualifiers 

FT CDS 1. .13 92 

FT /*tag= a 



FX /product^ "Heavy chain" 

FT /partial 

FT /note= "No stop codon" 

FT unsure 1288. .1290 

FT /*tag= b 

FT /note= "Encodes Asp" 

FT unsure 1333. .1335 

FT /*tag= c 

FT /note= "Encodes Met" 

XX 

PN WO2004022718-A2 . 
XX 

PD 18-MAR-r2004 . 
XX 

PF 05-SEP-2003; 2 003WO-US027 978 . 
XX 

PR 06-SEP-2002; 2 0 02US - 04 087 19P . 
XX 

PA (AMGE-) AMGEN INC. 
XX 

PI Varnum B, Vezina C, Witte A, Qian X, Martin F, Huang H; 

PI Elliott G; 

XX 

DR WPI; 2004-248462/23. 

DR P-PSDB; ADM41571. 
XX 

PT Isolated human antibody that specifically binds interleukin - 1 receptor 

PT type 1 (IL-lRl) useful for treating IL-1 mediated diseases such as 

PT rheumatoid arthritis, osteoarthritis and inflammatory conditions. 
XX 

PS Example 7; SEQ ID NO 35; 179pp; English. 
XX 

CC The present sequence is that of cDNA encoding a human ant i - interleukin- 1 

CC nBceptor type 1 (IL-lRl) monoclonal antibody (MAb) heavy chain. The • 

CC invention provides antibodies that comprise this heavy chain sequence. 

CC Human MAbs to IL-lRl were prepared using the HCo7 strain of transgenic 

CC mice, which expresses human antibody genes. These mice were immunised 

CC with purified recombinant IL-lRl, and splenocytes from immunised mice 

CC were fused to a mouse myeloma cell line to generate hybridomas . 

CC Hybridomas which secreted a MAb that bound with high avidity to IL-lRl 

CC were selected. The MAbs inhibit IL-1 signalling by competing with IL- 

CC Ibeta and IL-lalpha binding to IL-IR. These MAbs, as well as single chain 

CC antibodies single chain Fv antibodies, Fab antibodies, Fab' antibodies 

CC and (Fab') 2 antibodies derived from them, are used in methods of treating 

CC IL-1 mediated diseases or for detecting the amount of IL-lRl in a sample. 

CC IL-1 mediated diseases include acute pancreatitis, amyotrophic lateral 

CC sclerosis, Alzheimer's disease, cachexia, anorexia, asthma, 

CC atherosclerosis, autoimmune vasculitis, chronic fatigue syndrome, 

CC Clostridium associated illnesses, coronary conditions, cancer including 

CC leukaemia and tumour metastasis, diabetes, endometriosis, fever, 

CC fibromyalgia, glomerulonephritis, graft versus host disease, 

CC osteoarthritis, rheumatoid arthritis, inflammatory eye disease, 

CC ischaemia, Kawasaki's disease, learning impairment, lung diseases, 

CC multiple sclerosis, myopathy, osteoporosis, pain, Parkinson's disease, 

CC periodontal disease, pre-term labour, psoriasis, reperfusion injury, 

CC septic shock, side effects of radiation therapy, temporal mandibular 

CC joint disease, sleep disturbance, uveitis, or an inflammatory condition 



CC resulting from strain, sprain, cartilage damage, trauma, orthopaedic 

CC surgery, infection or other disease processes. 

XX 

SQ Sequence 1392 BP; 312 A; 451 C; 381 G; 246 T ; 0 U; 2 Other; 

Query Match 85.0%; Score 392.8;^ DB 12; Length 1392; 

Best Local Similarity 92.4%; Pred . No, 1.9e-85; 

Matches 4 25; Conservative 0; Mismatches 32; Indels 3; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIII llllllllllllllllllllllllllllllllllllllllllllllllll 

Db ^ 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTGTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

1 1 1 1 1 1 1 1 1 1 1 I i M 1 1 1 I 1 1 1 1 1 1 1 i 1 1 M 1 1 1 1 1 M I 1 1 1 1 1 M 1 1 1 1 1 I 1 1 1 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 18 0 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIMIIIIIIIIIIIMIIIIIIIIIIM IIIIIMII lllllllllll lllllll 

bb 131 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MIIMMIIIIMIIIMIMIMIIIMIMIIIII INI Mil II Mill III 

Db 2 41 CCGTCCTTCCAAGGCCAGGTC ACCATCTCAGCCGACAACTCCAACAGCGCCAGCTACCTG 3 0 0 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA CCAA 3 57 

Mill III III Illlllllllllll lllllllllll INI llllllllll I II 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 3 60 

Qy 35 8 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 417 

Ml! IIIMIIMIIMIIIMMIMIIIMIIIIIIIIIM Ml I III 

Db 3 61 CTCGACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCTAGTGCCAGCACC 42 0 

Qy 418 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

Mill II Ml I MIMI lllllll MM Mill II 

Db 421 AAGGGGCCATCCGTCTTCCCCCTGGCGCCCTGCTCCAGGA 4 60 



RESULT 9 
AAH41155 

ID AAH41155 standard; DNA; 438 BP. 
XX ^ 

AC AAH41155; 
XX 

DT 22-AUG-2001 (first entry) 
XX 

DE Human coding sequence SEQ ID 7 . 
XX 

KW Human; ant iarthri tic ; cardiant; monoclonal antibody; keloid; arthritis; 

KW Tumour Growth Factor-beta II receptor; TGF-beta II receptor; atopy; 

KW signal transduction inhibition; tissue fibrosis; atherosclerosis; ds . . 
XX 

OS Homo sapiens . 



XX 

PN WO2001 36642-Al . 
XX 

PD 25-MAY-2001. 
XX 

PF 17-NOV-2000; 2000WO- JP008129 . 
XX 

PR 18-NOV-1999; 99JP- 00328681 . 
PR 08-NOV-2000; 2000JP-00340216 . 
XX 

PA (NISB ) JAPAN TOBACCO INC. 
XX 

PI Sakamoto S, Kamada M; 
XX 

DR WPI; 2001-343825/36. 
DR P-PSDE; AAB99113 , 
XX 

PT Human monoclonal antibodies recognizing human TGF-beta II receptor, 

PT useful for treating TGF-beta associated diseases such as tissue fibrosis. 

XX 

PS Example 12; Page 98-99; llSpp; Japanese. 
XX 

CC The present invention relates to novel human monoclonal antibodies. The 

CC antibodies can bind to human Tumour Growth Factor-beta (TGF-beta) II 

CC receptor, resulting in the inhibition of the signal transduction of human 

CC TGF-beta into cells. The antibodies can be used for the prevention and 

CC treatment of diseases associated with the production of TGF-beta, such as 

CC tissue fibrosis in the lung, liver, skin, kidney or other tissues, 

CC atherosclerosis, atopy, keloid and arthritis. The present sequence was 

CC used in the present invention 

XX 

SQ Sequence 438 BP; 85 A; 128 C; 135 G; 90 T; 0 U; 0 Other; 

Query Match 81.6%; Score 377; DB 4; Length 438; 

Best Local Similarity 93.4%; Pred . No. le-81; 

Matches 408; Conservative 0; Mismatches 20; ' Indels 9; Gaps 1, 
ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1! 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

ATGGGGTCAACCGCC ATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 
GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

MMIMIIIiMIIIIIIIIIIIIIMIIillllMIIIIIIIIIIIIMIIIIIMII 

GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 
TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

1 1 1 1 1 1 1 1 i 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 ! I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 

TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 
GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MMIIIIIIIIIIIIIMIIIMMMIIIIIIIMIIIIIMIMIIIII IIIIIM 

GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 24 0 
CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I 1 1 1 1 1 1 1 M 



Qy 


1 


Db 


1 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 



Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IIIIIIMMIIIMIMIIIIIIIIIIIIIIIMIMIIMIIMMM I I ' 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGGGTGGGGGGG 3 60 
Qy "3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTGTCCTCAGCC 411 

II II M 1 1 1 1 1 M II 1 1 1 1 1 1 1 1 1 M 1 1 1 M M 1 1 1 1 1 1 1 1 

Db 3 61 TGTAGTGGTGGTAGCTGCTACCTCTGGGGCCAGGGAAACCTGGTCACCGTCTCCTCAGCT 4 2 0 

Qy 412 TCCACCAAGGGCCCATC 42 8 

Illllllllllllllll 
Db 421 TCCACCAAGGGCCCATC 4 37 

RESULT 10 
AAS22482 

ID AAS22482 standard; cDNA; 1612 BP- 

XX 

AC AAS22482; 
XX 

DT 24-OCT-2001 (first entry) 
XX 

DE Human cDNA encoding a novel human protein #48. 
XX 

KW Human; novel , protein ; ss; Antianaemic; osteopathic; antiinflammatory; 
KW immunomodulatory; cytostatic; neuroprotective; vulnerary; nootropic; 
KW anticonvulsant; antiarthritic ; cerebroprotective ;• antifungal; antiviral; 
KW antibacterial; antiallergic; dermatological ; haemostatic; antiasthmatic; 
KW thrombolytic; immunogen; antibody; gene therapy; neurological disorder; 
KW Parkinson's disease; inflammatory disorder; cancer; asthma; osteoporosis; 
KW tissue regeneration; immune disorder. 
XX 

OS Homo sapiens . 
XX 

PN VJO200155437-A2 . 
XX 

PD 02-AUG-2001. 
XX 

PF 25-JAN-2001; 2001WO-US002623 . 

XX 

PR 25-JAN-2000; 2 0 0 OUS - 0 04 914 04 . 
XX 

PA (HYSE-) HYSEQ INC. 
XX 

PI Tang YT, Liu C, Drmanac RT; 
XX 

DR WPI; 2001-451939/48. 
DR P-PSDB; AAU14177, 
XX 

PT Isolated polypeptides useful for treating anti - inflammatory diseases, 
PT nervous system disorders, and for regenerating bone and cartilage. 
XX 

PS Claim 1; Page 247-249; 894pp; English. 
XX 

CC The invention relates to polynucleotides encoding novel human proteins or 
CC their active domains. The polypeptides, polynucleotides and antibodies 
CC raised against the polypeptides are used in a method of treatment of a 
CC mammal and prevention of disorders caused by the aberrant protein 



CC expression or activity. The polypeptides can be used as molecular weight 

CC markers, food supplements, and in antibody production. The polypeptides 

CC are used to identify compounds which bind to the polypeptides. 

CC Polynucleotides of the invention are used as probes and primers, for 

CC sequencing, for chromosome or gene mapping, in the production of 

CC recombinant proteins, and in generating anti-sense DNA or RNA and in gene 

CC therapy. Polypeptides of the invention can be used to target drugs to a 

CC tumour, in assays to determine biological activity, to raise 

CC antibodies/elicit an immune response, to determine quantitative protein 

CC levels, as tissue markers, and to isolate receptors or ligands. 

CC Polypeptides of the invention may also be useful in treating platelet 

CC disorders, stem cell disorders, regenerating bone, cartilage, tendon, 

CC ligament and/or nerve tissue, wound healing, treating burns, promoting 

CC the proliferation, differentiation and survival of stem cells, as a 

CC contraceptive, treating osteoporosis and osteoarthritis, anaemia, 

CC Alzheimer's, Parkinson's and Huntington ' s diseases , amylotrophic lateral 

CC sclerosis, stroke, immune deficiencies resulting from bacterial, viral or 

CC fungal infection or from autoimmunity, cancer, allergy, asthma, graft- 

CC versus-host disease, eczema, haemophilia, thrombosis, anti - inflammatory 

CC diseases, nervous system disorders, and infection. The present sequence 

CC encodes a protein of the invention 

XX 

SQ Sequence 1612 BP; 359 A; 535 C; 433 G; 285 T; 0 U; 0 Other; 

Query Match 78.7%; Score 363.8; DB 4; Length 1612; 

Best Local Similarity 87.3%; Pred. No. 2e-78; 

Matches 420; Conservative 0; Mismatches 37; Indels 24; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

MIIMMIMIIIMIIMIMIMMMMIIIIIIIM IMMIIIIIIIM III 

Db 4 3 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTGCAAGGAGTCTGTGCTGAG 102 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I II I I I II I I I I I I I I I I I I M I I I I I I I I I I I I I II I I I I I I II I M I I I I I I I III 
Db 103 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTGTGAAGATTTCC 162 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

MIIMII INI IIIIIM II IN M IMMIIIIIIII MM 

Db 163 TGTAAGGGCTCTGGATACAGCTTTAGCGACTACTGGGTCGCCTGGGTGCGCCAGTCGCCC 2 2 2 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

I MMIMIII MMMIMMMIMMMMMMIMMMMMI MUM 

Db 2 23 GACAAAGGCCTGGCGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGGTACAGC 2 82 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

I II II M II I M I 1 1 1 M 1 1 II M 1 1 II II II 1 1 II M 1 1 M M 1 1 M M M 

Db 2 83 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 342 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAG 352 

MIIMII Mill Mill IMIIIIIIIIIMIIMIM MMIMIII 

Db 34 3 CAGTGGAGTAGCCTGAAGGACTCGGACACCGCCATGTATTATTGTGCGAGAGGTGCCCGA 4 02 
Qy 3 53 ACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 3 96 

MM I M III lllllll II III MM 

Db 4 03 GGAACCGCGCCCTCCTACCACTACTACGGTTTAGACGTCTGGGGCAGAGGGACCTCGGTC 4 62 

Qy 3 97 ACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTGTTCCCCCTGGCACCCTCCTCCAAG 4 56 



Db 




Qy 



457 A 457 



Db 



523 A 523 



RESULT 11 
ADF69259 

ID ADF69259 standard; cDNA; 1018 BP. 
XX 

AC ADF.69259; 
XX 

DT 26~FEB-2004 {first entry) 
XX 

DE Human lung specific nucleotide sequence SEQ ID NO; 16. 
XX 

KW human; lung specific nucleic acid; lung specific protein; lung cancer; 

KW cytostatic; gene therapy; gene; ss; chromosome 14. 

XX 

OS Homo sapiens . 
XX 

PN WO2003102137-A2 . 
XX 

PD ll-DEC-2003. 
XX 

PF 30-MAY-2003; 2003WO-US016810 . 
XX 

PR 31-MAY-2002; 2 002US - 03 85 3 OIP . 
XX 

PA (DIAD-) DIADEXUS INC. 
XX 

PI Chen Macina RA, Sun Y, Liu C, Turner LR; 

XX 

DR VJPI; 2004-053457/05. 
XX 

PT New human lung specific nucleic acid, useful for preparing a composition 

PT for diagnosing or treating lung cancer. 

XX 

PS Claim 1; SEQ ID NO 16; 221pp; English. 
XX 

CC The present invention describes a human lung specific nucleic acid 

CC, molecule. Also described: (1) a method for determining the presence of a 

CC lung specific nucleic acid (LSNA) in a sample; (2) a vector comprising 

CC the nucleic acid molecule; (3) a host cell comprising the vector; (4) a 

CC method for producing a polypeptide encoded by the nucleic acid molecule; 

CC (5) a polypeptide encoded by the nucleic acid molecule; (6) an antibody 

CC or its fragment that specifically binds to the polypeptide; (7) a method 

CC for determining the presence of a lung specific protein in a sample; (8) 

CC a method for diagnosing and monitoring the presence and metastases of 

CC lung cancer in a patient; (9) a kit for detecting a risk of cancer or 

CC presence of cancer in a patient comprising a means for determining the 

CC presence the nucleic acid molecule or polypeptide in a sample of a 

CC patient; (10) a method of treating a patient with lung cancer; and (11) a 

CC vaccine comprising the polypeptide or the nucleic acid encoding the 

CC polypeptide. Human LSNA molecules and related proteins have cytostatic 



activity, and can be used in gene therapy. They are useful for preparing 
a composition for diagnosing or treating lung cancer. The present 
sequence represents a human LSNA molecule, which is used in the 
exemplification of the present invention. 

Sequence 1018 BP; 188 A; 335 C; 288 G; 207 T; 0 U; 0 Other; 

Query Match 78.5%; Score 362.8; DB 12; Length 1018; 

Best Local Similarity 90.2%; Pred. No. 3.3e-78; 

Matches 415; Conservative 0; Mismatches 32; Indels 13; Gaps 2; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

MIIIIIIIIIIIIIIMIIIIIIIIIIMIIIIIIIIIirilllMIIIIIIIMMII 

Db 6 0 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 119 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M I M 1 1 1 1 1 i 1 1 1 1 1 1 

Db 12 0 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 179 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

MMIIIIIIIMIIMIIIIMMM 1 1 1 1 I 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 18 0 TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 23 9 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 l 

MIMIMIIIIIIMMIIIMMIIIMIMIIIMIIIIIIIIIMIil IINIII 

Db 24 0 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 2 99 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M 

Db 3 00 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 59 
Qy 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA 3 51 

IMIIIIIIMIIIMIIMMIIIIillllllllllilllMIMIMII 

Db 3 6 0 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACCTATAGCA 419 ' 

Qy 352 ---GACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA 408 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 42 0 GTGGCTGGTCACTACTACTTTGACTACTGGGGCCA-GGAACCCTGGTCACCGTCTCCTCA 478 

Qy 4 09 GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCT 44 8 

I I I Mil I I IIIIIMI I III 

Db 47 9 GGGAGTGCATCCGCCCCAACCCTTTTCCCCCTCGTCTCCT 518 



RESULT 12 
ADM4i550 

ID ADM41550 standard; cDNA; 411 BP. 
XX 

AC ADM41550; 

XX • 

DT 03-JUN-2004 {first entry) 
XX 

DE Anti ~ interleukin- 1 receptor type 1 antibody heavy chain variable region. 
XX 

KW Human; monoclonal antibody; antibody; interleukin- 1 ; receptor; 

KW antiasthmatic; antiinflammatory; dermatological ; antiallergic; 

KW protozoacide ; antirheumatic; antiarthrit ic ; osteopathic; vasotropic; 



KW analgesic; antidiabetic; nephrotropic ; ant i anaemic ; nootropic; 

KW anticonvulsant; dermatological ; antigout; antiparkinsonian; antidiabetic; 

KW cytostatic; gene; ss . 

XX 

OS Homo sapiens . 
XX 

FH Key Location/Qualifiers 

FT CDS 1. .411 

FT /*tag- a 

FT /product= "Heavy chain variable region" 

FT /partial 

FT /note= "No stop codon" 

XX 

PN WO2004022718-A2 . 
XX 

PD 18-MAR-2004. 
XX 

PF 05-SEP-2003; 2003WO-US027978 . 
XX 

PR 06-SEP-2002; 2 002US - 04 0 87 19P . 
XX 

PA (AMGE-) AMGEN INC. 
XX 

PI Varnum B, Vezina C, Witte A, Qian X, Martin F, Huang H; 

PI Elliott G; 

XX 

DR WPI; 2004-248462/23. 

DR P-PSDB; ADM41551. 
XX . 

PT Isolated human antibody that specifically binds interleukin-1 receptor 

?T type. 1 (IL-lRl) useful for treating IL-1 mediated diseases such as 

PT rheumatoid arthritis, osteoarthritis and inflammatory conditions. 
XX 

PS Example 7; SEQ ID NO 15; 179pp; English. 
XX 

CC The present sequence is that of cDNA encoding human anti - interleukin- 1 

CC receptor type 1 (IL-lRl) monoclonal antibody (MAb) 15C4 heavy chain 

CC variable region. Human MAbs to IL-lRl were prepared using the HCo7 strain 

CC of transgenic mice, which expresses human antibody genes. These mice were 

CC immunised with purified recombinant IL-lRl, and splenocytes from 

CC immunised mice were fused to a mouse myeloma cell line to generate 

. CC hybridomas. Hybridomas which secreted a MAb that bound with high avidity 

CC to IL-lRl were selected. The MAbs inhibit IL-1 signalling by competing 

CC with IL-lbeta and IL-lalpha binding to IL-IR. These MAbs, as well as 

CC single chain antibodies single chain Fv antibodies. Fab antibodies. Fab' 

CC antibodies and {Fab') 2 antibodies derived from them, are used in methods 

CC of treating IL-1 mediated diseases or for detecting the amount of IL-lRl 

CC in a sample. IL-1 mediated diseases include acute pancreatitis, 

CC amyotrophic lateral sclerosis, Alzheimer's disease, cachexia, anorexia, 

CC asthma, atherosclerosis, autoimmune vasculitis, chronic fatigue syndrome, 

CC Clostridium associated illnesses, coronary conditions, cancer including 

CC leukaemia and tumour metastasis, diabetes, endometriosis, fever, 

CC fibromyalgia, glomerulonephritis, graft versus host disease, 

CC osteoarthritis, rheumatoid arthritis, inflammatory eye disease, 

CC ischaemia, Kawasaki's disease, learning impairment, lung diseases, 

CC multiple sclerosis, myopathy, osteoporosis, pain, Parkinson's disease, 

CC periodontal disease, pre-term labour, psoriasis, reperfusion injury. 



CC septic shock, side effects of radiation therapy, temporal mandibular 

CC joint disease, sleep disturbance, uveitis, or an inflammatory condition 

CC resulting from strain, sprain, cartilage damage, trauma, orthopaedic 

CC surgery, infection or other disease processes. 
XX 

SQ Sequence 411 BP; 85 A; 124 C; 116 G; 86 T; 0 U; 0 Other; 



Query Match 77.4%; Score 357.4; DB 12; Length 411; 

Best Local Similarity 94.1%; Pred. No. 5.7e-77; 

Matches 383; Conservative 0; Mismatches 21; Indels 3; Gaps 1 

Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIIMIIIIIIIIMIIIIIIIIIIIIMIIIIMIIIIIIIIIIIMIMIIIMIII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIM IIIIMIIilMIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIM 

Db 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIIIIIIIIIIMIIIIMII II I IIIMIIIIIIIIIIIIIIIirilllll 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIMMIIIIIIIIIIIIMIMIIIII IMIIIIII IIIIIIIIMI IIIIIM 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 



Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIMI II I Mill I Mill IMIIIIIMIII MM MM II Mill I II 

Db 2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGCGCCACCTACCTG 3 00 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA CCAA 3 57 

MIIIMIIIIIMIIIIMIIIIIIIIIIMMIIIIM IMIIIIMI I II 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 3 60 

Qy 3 5 8 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTC 4 04 

II I I IMIMIMMMIIIIIIIMIMIIIIIIIMMIII 

Db 3 61 CTCGACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTC 4 07 



RESULT 13 
AAS62808 

ID AAS62808 standard; cDNA; 1590 BP. 
XX 

AC AAS62808; 
XX 

DT 14~FEB-2002 (first entry) 
XX 

DE cDNA sequence #5 95 encoding novel human secreted protein . 
XX 

KVJ Human secreted protein; hyperprolif erative disorder; autoimmune disorder; 

KW immune deficiency disorder; blood disorder; inflammatory disorder; 

KW infectious disorder; gene therapy; antimicrobial; hepatotropic ; 

KW immunosuppressive; antirheumatic; ss. 

XX 

OS Homo sapiens. 
XX 



PN WO200177291-A2 . 
XX 

PD 18-OCT-2001. 
XX 

PF 29-MAR-2001; 2 001WO-US010485 . 
XX 

PR 06-APR-2000; 2 0 0 OUS - 0 1 956 04 P . . 
XX 

PA (GEMY ) GENETICS INST INC. 
XX 

PI Wong GG, Clark HF, Fechtel K, Agostino MJ, Howes SH, Resnick RJ; 

PI Gulukota K, Graham JR; 

XX 

DR WPI; 2002-010900/01. 
XX 

PT New polynucleotides encoding secreted proteins useful for treating e.g. 

PT asthma, HIV and Crohn's disease. 

XX 

PS Claim 1; Page 375; 391pp; English. 
XX 

CC The present invention relates to the isolation of novel cDNA sequences 

CC which encode human secreted proteins. The cDNA sequences have been 

GC derived from a variety of human tissues. The invention also provides a 

CC method for producing proteins from these polynucleotide sequences. The 

CC proteins are useful, for identifying compounds that modulate their 

CC activity and production, and the cell is also useful for identifying 

CC compounds that modulate expression of the polynucleotide sequences 

CC encoding the secreted proteins. The sequences of the invention are useful 

CC for treating diseases such as hyperprolif erative disorders (e.g. cancer) , 

CC immune deficiency disorders (e.g. severe combined immunodeficiency 

CC (SCID) J , autoimmune disorders (e.g. multiple sclerosis), blood disorders 

CC (e.g. thrombocytopaenia) , inflammatory disorders (e.g. arthritis) and 

CC infectious disorders (e.g. hepatitis). The polynucleotide sequences of 

CC the invention are also useful in gene therapy. AAS622 14 -AAS62B38 

CC represent the cDNA sequences of the invention that encode for novel human 

CC secreted proteins 

XX 

SQ Sequence 1590 BP; 346 A; 534 C; 427 G; 283 T; 0 U; 0 Other; 

Query Match 77.2%; Score 356.6; DB 6; Length 1590; 

Best Local Similarity 87.0%; Pred. No. l.le-76; 

Matches 408; Conservative 0; Mismatches 49; Indels ' 12; Gaps 1 
'GGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

MIIIIIMIIIIIMMMIIIIIIIIIIIIIIIMIIIII lllllllllllllll 

'GGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAGGGAGTCTGTGCCGAG 110 
'GCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I IIIIIIIMMIMMMMMIIIIIIIIIIIIMMII lllllll IMIIM 

^GAAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGACTCTCTGACGATCTCC 17 0 
ITAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

mill llllllllllllll I I llllllllll IIIIIIIIIIIIIIIMM 

JTAAGGGCTCTGGATACAGCTTCCGCAGTTACTGGATCGCCTGGGTGCGCCAGATGCCC 23 0 
JGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Mill II llllllllllllll Mill Illlllll Illlllll MM IMIII 



Qy 


1 


Db 


51 


Qy 


61 


Db 


111 


Qy 


121 


Db 


171 


Qy 


181 



2 31 GGGAAAGGCCTGGAGTGGATGGGAATCATTTATCCTGGGGACTCTGACACCAAATACAGT 2 90 
2 41 CCGTCGTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAGCTG 3 00 

MINI III I II Ml Mill MMMil II I MM Ml M IIIIMMMIII 

2 91 CCGTCCGCCCACGGCCAGGTCACCATCTCAGTCGACAAGTCCGTCGCCACCGCCTACCTG 3 50 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACT - 3 5 9 

IIMM I IIIIIIIIIMIIIIMIIIIIIIIIIIIIIIMIIIIII IM I 

3 51 CAGTGGCGGAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGACGAACCCCTTT 410 

3 60 GGGGCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA 408 

I IIMM IMIIIII M M Mill IIMI Ml 

411 CACAGCGGGAGTTTCGCCTTTGATACTTGGGGCCAAGGGACATCGGTCATTGTCTCTTCA 4 70 
40 9 GCCTCCACCAAGGGCCGATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIMIMMIIIIIMIIIIIIMIIIIiMIIMMMIIIIIMMI 

4 71 GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 519 



RESULT 14 


AAH30064 


ID 


AAH3 0064 standard; DNA; 67 5 BP. 


XX 




AC 


AAH30064; 


XX 




DT 


19-JUL-2001 (first entry) 


XX 






TRO005 heavy chain nucleotide sequence 3E.9. 


XX 




KW . 


Human; antiDOdy; inimunogioDuiin; inter leuKin o, ±ljo , ±miuuiiuye::ii, 


KW 


human antibody phage display library; immunisation; transgenic animal; 


KW- 


ds- 


XX 




OS 


Homo sapiens. 


OS 


Synthetic. 


XX 




PN 


WO200125492-A1. 


XX 




PD 


12-APR-2001, 


XX 




PF 


02-OCT-2000; 2000WO-US027237 . 


XX 




PR 


02 -OCT- 1999; 9 9US-0157415P . 


PR 


Ol-DEC-1999; 99US-00453234 . 


XX 




PA 


(BIOS-) BIOSITE DIAGNOSTICS INC. 


PA 


(GENP-) GENPHARM INT SUBSIDIARY OF MEDAREX INC. 


XX 




PI 


Buechler J, Valkirs G, Gray J, Lonberg N; 


XX 




DR 


WPI; 2001-335567/35. 


XX 




PT 


Producing a human antibody phage display library comprises providing a 


PT 


transgenic animal whose genome comprises human immunoglobulin genes and 


PT 


isolating nucleic acids encoding antibody chains from lymphatic cells. 


XX 




PS 


Example 37; Page 120-121; 161pp; English. 



Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



XX . ' 

cc The present invention describes a method (Ml) for producing a human 

CC antibody phage display library {!), comprising: (1) providing a nonhuman 

CC transgenic animal (II) whose genome comprises human immunoglobulin genes; 

CC (2) isolating nucleic acids encoding human antibody chains (III) from 

CC lymphatic cells; and (3) forming a library of display packages whose 

CC members comprise a nucleic acid encoding (III) which is displayed from 

CC the package. The method is used for producing a human antibody display 

CC library, e.g., a Fab phage display library. The display method may be 

CC used to screen nucleic acids encoding antibody chains obtained from 

CC immunised nonhuman transgenic animals, and from this a population of 

CC antibodies may be prepared. Production of a human monoclonal antibodies 

CC display library using this method means there is no need to immunise 

CC humans with antigens, and the difficulties faced with immortalising B 

CC ceils are avoided. AAH29958 to AAH30066 and AAB74994 to AAB75056 

CC represent sequences used in the; exemplification of the present invention 
XX 

SQ Sequence 675 BP; 149 A; 216 C; 182 G; 128 T; 0 U; 0 Other; 

Query Match 76.7%; Score 354.2; DB 4; Length 675; 

Best Local Similarity 93.0%; Pred. No. 3.7e-76; 

Matches 371; Conservative 0; Mismatches 28; Indels 0; Gaps Q; 
Qy -=9 AGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCT 118 

IIIIIIIM lllllll IMIIIMIIMIIIMI lllllll MIIIIIIMIIIIMII 

pb. 2 AGGTGCAGCTGGTGCAGTCTGGGGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCT 61 

Qy 11 q CCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCI^GGGTGCGCCAGATGC 178 

ill lllllll IIIIMII III II Ml Ml IIMMMMMMMMIIIMMMM 

Pb 62 CCTGTAAGGGTTCTGGATACAGCTTTACCAACTACTGGATCGGCTGGGTGCGCCAGATGC 121 

Qy 17 9 CCGGGAAAGGGCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACA 23 8 

MIIMMIMMMMMMMMIMMMMI III IIMIMI Mill MM! 

Db 122 CCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATTCTGATGACTCTGTTACCAGATACA 181 

Qy 039 GCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACC 298 

IIIMIMIIMMMMMMMMMMMIMMIMMIMMII IIIIIMMI 

Db 182 GCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGTACCGCCTACC 241 

Qy -2 99 TGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAAC 35 8 

IIIMMMIMMIMIMIIIMIMMMIIIMIIMMMM Mlllll I 

Db 24 2 TGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTACGAGAGATGGTC 3 01 

Qy 359 TGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCA 418 

I Mill IIIIIIIM II II IIMIIIIIMII MIIIIIIMIM 

Db 3 02 CCGAAGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGTCTCTTCAGCCTCCACCA 3 61 

Qy 419 AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

II I MIMIMMIMMMMM IIMIMI Mlllll 

Db 3 62 AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 400 



RESULT 15 
AAH30061 

ID AAH30061 standard; DNA; 675 BP. 
XX 

AC AAH3 0 061; 



XX 

DT 19-JUL-2001 {first entry) 
XX 

DE TRO005 heavy chain nucleotide sequence 3E.3. 
XX 

KW Human; antibody; immunoglobulin; inter leukin 8; IL8; immunogen'; 

KW human antibody phage display library; immunisation; transgenic animal; 

KW ds . 

XX 

OS Homo sapiens. 

OS Synthetic- 
XX 

PN WO200125492-A1 . 
XX 

PD 12-APR~2001. 
XX 

PF 02-OCT-2000; 2 000WO-US027237 . 
XX 

PR 02-OCT-1999; 99US- 0157415P . 

PR Ol-DEC-1999; 99US- 00453234 . 
XX 

PA (BIOS-) BIOSITE DIAGNOSTICS INC. 

PA (GENP-) GENPHARM INT SUBSIDIARY OF MEDAREX INC. 
XX 

PI Buechler J, Valkirs G, Gray J, Lonberg N; 
XX 

DR WPI; 2001-33556*7/35. ' 
XX 

PT Producing a human antibody phage display library comprises providing a 

PT transgenic animal whose genome comprises human immunoglobulin genes and 

PT isolating nucleic acids encoding antibody chains from lymphatic cells. 
XX 

PS Example 37; Page 120; 161pp; English. 
XX 

CC the present invention describes a method (Ml) for producing a human 

CC antibody phage display library (I), comprising: (1) providing a nonhuman 

CC transgenic animal (II) whose genome comprises human immunoglobulin genes; 

CC (2) isolating nucleic acids encoding human antibody chains (III) from 

CC lymphatic cells; and (3) forming a library of display packages whose 

CC members comprise a nucleic acid encoding (III) which is displayed from 

CC the package. The method is used for producing a human antibody display 

CC library, e.g., a Fab phage display library. The display method may be 

CC used to screen nucleic acids encoding antibody chains obtained from 

CC immunised nonhuman transgenic animals, and from this a population of 

CC antibodies may be prepared. Production of a human monoclonal antibodies 

CC display library using this method means there is no need to immunise 

CC humans with antigens, and the difficulties faced with immortalising B 

CC cells are avoided. AAH29958 to AAH30066 and AAB74994 to AAB75056 

CC represent sequences used in the exemplification of the present invention 
XX 

SQ Sequence 675 BP; 148 A; 217 C; 182 G; 128 T; 0 U; 0 Other; 

Query Match 76.7%; Score 354.2; DB 4; Length 675; 

Best Local Similarity 93.0%; Pred . No. 3.7e-76; 

Matches 371; Conservative 0; Mismatches 28; Indels 0; Gaps 0 



Qy 



5 9 AGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCT 118 



IIIIIIIIIIIIIIIIIIIIM IIIIIIIIIIIIIIIMIIIIIIIMIIIIIIIIMI 

Db 2 AGGTGCAGCTGGTGCAGTCTGGGGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCT 61 

Qy 119 CCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGC 17 3 

IIIIIIIIIIIIIIIMIMMIIIIIM lllllll'IIIMMIIIIIMIIIIIIII 

Db 62 CCTGTAAGGGTTCTGGATACAGCTTTACCAACTACTGGATCGGCTGGGTGCGCCAGATGC 121 

Qy 17 9 CCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATAGCACATACA 23 8 

I II III Ml Mill! MM M Mill MM MM III IIIIMII Mill MM I 

Db 122 CCGGGAAAGGCCTGGAGTGGATGGGGTTCATCTATTCTGATGACTCTGTTACCAGATACA 181 

Qy 23 9 GCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACC 2 98 

II M M I II M I II M M II 1 1 II M I II I II I II M M II M M I II I II M I II I II 

Db 182 GCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGAGAAGTCCATCAGTACCGCCTACC 241 

Qy 2 99 TGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAAC 35 8 

IIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIIMIMIIIIM I 

Db 24 2 TGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTACGAGAGATGGTC 3 01 

Qy 35 9 TGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCA 418 

I IMII lllllllll M M IIIIIIIIIIIMIIIMIMMIIII 

Db 3 02 CCGAAGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGTCTCCTCAGCCTCCACCA 3 61 
Qy 419 AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MMMMMMMMMI-MMMMIMMMIMM 

Db 3 62 AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 00 



Search completed: December 2, 2004, 13:05:58 
Job time : 360.717 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 

OM nucleic - nucleic search, using sw model 

Run on: December 2, 2004, 12:19:03 ; Search time 67.4772 Seconds 

{without alignments) 
4866.596 Million cell updates/sec 

Title: US-08-728-463B-207 
Perfect score: 462 

Sequence: 1 ATGGGGTCAACCGCCATCCT. CACCCTCCTCCAAGAAGCTT 4 62 

Scoring table: IDENTITY__NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 824507 seqs, 355394441 residues 

Total number of hits satisfying chosen parameters: 1649014 

Minimum DB seq length : 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
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RESULT 1 

US-09-042-353-359 

Sequence 359, Application US/09042353 
Patent No. 6255458 
GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 
APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 6255458 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 421 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend and Crew LLP 
STREET: Two Embarcadero Center, Eighth Floor 
CITY: San Francisco 
STA.TS: California 
COUNTRY : USA 
ZIP: 94111-3834 
COMPUTER READABLE FORM: 
'medium TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/ 042 , 353 
FILING DATE: 13-MAR-1998 
CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 
FILING DATE: 17-DEC-1991 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 
FILING DATE: 18-MAR-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/904,068 
FILING DATE: 23-JUN-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 
FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/053,131 
FILING DATE: 26-APR-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/096,762 
FILING DATE: 22-JUL-1993 
PRIOR APPLICATION DATA: 



: APPLICATION NUMBER: US 08/155,301 

; FILING DATE: 18-NOV-1993 

: PRIOR APPLICATION DATA: 

; APPLICATION NUMBER: US 08/161,739 

• FILING DATE: 03-DEC-1993 

• PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/165,699 

FILING DATE: lO-DEC-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/209,741 

FILING DATE: 09-MAR-1994 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/352,322 

FILING DATE: 07-DEC-1994 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/544,404 

FILING DATE: 10 -OCT- 1995 
; ■ PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/728,463 

FILING DATE: lO-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: ^ WO PCT/US96/1643 3 . 

FILING DATE: lO-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/758,417 

FILING DATE: 02 -DEC- 1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US97/2 1 803 

FILING DATE: Ol-DEC-1997 
ATTORNEY/AGENT INFORMATION: 

NAME: Apple, Randolph T. 

REGISTRATION NUMBER: 3 6,42 9 

REFERENCE/DOCKET NUMBER: 014 643 -00 904 OUS 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (415) 576-0200 

TELEFAX: (415) 576-0300 
INFORMATION FOR SEQ ID NO: 359: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 462 base pairs 

TYPE : nucleic acid 

STRANDEDWESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA 
US-09-042-353-359 

Query Match' 100.0%; Score 462; DB 3; Length 462; 

Best Local Similarity 100.0%; Pred. No. 4.8e-117; 

Matches 462; Conservative 0; Mismatches 0; Indels 0; Gaps 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIMIIMMIMIIIIIIMIIIIIIIMIMIIIIIIIMIIIIIIIIMIIIMM 

1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 
61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGA7VAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IMIIIMIIMIIIIIIIIIIIIMIIIMIIIMIIIIMIIIIIIIIIIMIIIIII 

61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 



Qy 

Db 



Qy 


121 


Db 


121 


Qy 


ISl 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 



1 1 



1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 

IGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 
•CGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 

IMIIIIIIIIIIMIIIIIMIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIMMI 

:CGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 
'AGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGGGAGAGACCAACTG 

{MIIIIIIIMIIIIIMIIMIIIIMIMIIIMIIIIIMIIIIMMIIIIIII 
:agtggagcagcctgaaggcctcggacaccgccatgtattactgtgcgagagaccaactg 

jgcctctttgactactggggccagggaaccctggtcaccgtctcctcagcctccaccaag 
MMIIIIIIMIIMIIIIIIIIIIIMIMMMMIIIIIIIIIIMMIMMM 

JGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 
JGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

I I M 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 M I M 1 1 1 M 1 1 1 1 



RESULT 2 

US-08-75B-417A-207 

Sequenca 207, Application US/08758417A 
Patent No. 6300129 

GENERAL INFORMATION: 

APPLICANT: Lonberg, Mils 
Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 6300129-Human Animals for 

Producing Heterologous Antibodies 
l:>njMBER OF SEQUENCES: 417 
CORRESPONDENCE ADDRESS : 

ADDRESSEE : Townsend and Townsend and Crew LLP 
STREET: Two Embarcadero Center, Eighth Floor 
CITY: San Francisco 
STATE: California 
COUNTRY: USA 
ZIP: 94111-3834 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patentin Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/758 , 417A 
FILING DATE: 02 -Dec- 1996 
CLASSIFICATION : <Unknown> 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/728,463 
FILING DATE: 10 -OCT- 1996 
APPLICATION NUMBER: US 08/544,4 04 
FILING DATE: 10 -OCT- 1995 
APPLICATION NUMBER: US 08/352,322 



FILING DATE; 07 -DEC- 1994 
APPLICATION NUMBER: US 08/209,741 
FILING DATE: 0 9 -MAR- 1994 
APPLICATION NUMBER: US 08/165,699 
FILING DATE: lO-DEC-1993 
APPLICATION NUMBER: US 08/161,739 
FILING DATE: 03-DEC-1993 
APPLICATION NUMBER: US 08/155,301 
FILING DATE: 18 -NOV- 1993 
APPLICATION NUMBER: US 08/096,762 
FILING DATE: 22-JUL-1993 
APPLICATION NUMBER: US 08/053,131 
FILING DATE: 26 -APR- 1993 
APPLICATION NUMBER: US 07/990,860 
FILING DATE: 16-DEC-1992 
ATTORNEY/ AGENT INFORMATION: 

NAME: Serafini, Andrew T. 
REGISTRATION NUMBER: 41,3 03 

REFERENCE/DOCKET NUMBER: 014643 -009030US 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: (415) 576-0200 
TELEFAX: (415) 576-0300 
INFORMATION FOR SEQ ID NO: 207: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 4 62 base pairs 
TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE : DNA 

SEQUENCE DESCRIPTION: SEQ ID NO: 2 07: 
US-08-758-417A-207 

Query Match 100.0%; Score 462; DB 3; Length 462; . 

Best Local Similarity 100.0%; Pred . No. 4.8e-117; 

Matches 462; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIMIIIIMIIIMIIIIIIIIIIIIIMIIIIMMIIIIIIIIIIIIIIIIIIMI 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

M I I M 1 1 1 1 1 1 1 11 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 

Db 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

I M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 M M I 

Db 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIMIIIIIIIMIIIIMIIIIIII IIIIIIMIIIIIIIIIMIIIIIIIMIIII 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

I 1 1 1 M I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M 1 1 1 M I 

Db 2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 



Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

Qy 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

IIIIIIIIIIIIIIMMMIIMIIIIIIIMIMMIMilMMIIIIMIIIIMI 

Db 3 61 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 4 20 

Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 n 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 

Db 421 GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAAGCTT 4 62 



RESULT 3 

US-09-042- 353-353 

Sequence 353, Application US/09042353 
Patent No. 6255458 
GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 
APPLICAJSTT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 6255458 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 421 
CORRESPONDENCE ADDRESS: 

fvDDRESSEE : Townsend and Townsend and Crew LLP 
STREET: Two Embarcadero Center, Eighth Floor 
CITY: San Francisco 
STATE : California 
COUNTRY: USA 
ZIP: 94111-3834 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patentin Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 09/ 042 , 3 53 
FILING DATE: 13 -MAR- 1998 
C LAS S I F I CAT I ON : 80 0 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 
FILING DATE: 17 -DEC- 1991 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,4 08 
FILING DATE: 18 -MAR- 1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/904,068 
FILING DATE: 23-JUN-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 0 7/990,860 
FILING DATE: 16 -DEC- 1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/053,131 
FILING DATE: 26 -APR- 1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/096,762 
FILING DATE: 22 -JUL- 1993 
PRIOR APPLICATION DATA: 



APPLICATION NUMBER: US 08/155,301 

FILING DATE: 18-NOV-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/161,739 

FILING DATE: 03 -DEC- 1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/165,699 

FILING DATE: lO-DEC-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/209,741 

FILING DATE: 09-MAR-1994 
PRIOR APPLICATION DATA: 
; APPLICATION NUMBER: US 08/352,322 

FILING DATE: 07 -DEC- 1994 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/544,404 

FILING DATE: lO^OCT 1995 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/728,463 

FILING DATE: lO-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US96/ 16433 

FILING DATE: lO-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/758,417 

FILING DATE: 02 -DEC- 1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US97/21803 

FILING DATE: Ol-DEC-1997 
ATTORNEY /AGENT INFORMATION: 

NAME: Apple, Randolph 7. 

REGISTRATION NUMBER: 36,429 ' 
: REFERENCE/DOCKET NUMBER: 014643 -009040US 

TELECOMMUNICATION INFORMATION: 

TELEPi-TONE: (415) 576-0200 

TELEFAX: (415) 576-0300 
INF0Rr4ATI0N FOR SEQ ID NO: 353: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 414 base pairs 

TYPE: nucleic acid 

STPJ^NDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA 
US-09-042-353-353 



Query Match 72.6%; Score 335.6; DB 3; Length 414; 

Best Local Similarity 91.3%; Pred. No. 1.6e-82; 

Matches 369; Conservative 0; Mismatches 29; Indels 6; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGGCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIIIIIIIIIMIIIIIIIMIIIIMIIIIIIIIIIIMIMIIIIIIIIIIIMIII 

Db 10 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 69 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

1 1 M 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 

Db 7 0 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 9 



Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

I Ml II III Ml I II Ml II Mill M J III I II MM lllllllllllllllllll 

Db 13 0 TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGCCTGGGTGCGCCAGATGCCC 18 9 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MIIIIIIIIMIIIIIIIIIIIIIIIIII llllll llllllllllllll Mill I 
Db 190 GGGAAAGGCCTGGAGTGGATGGGGATCATCGATCCTGCTGACTCTGATACCAGATAGAAC 2 4 9 



Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIIIMIIMII III IMMIIIIIIIIIIIIIIIIIIIM llllllll II 

Db 2 50 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGTACCGCCTATTTG 309 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

I M I I II II II I II II 1 11 1 1 1 II II II 1 11 M M II 1 1 1 1 1 1 1 M II 1 1 1 1 1 

Db 310 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACCAGCGAAC 3 69 

Qy 355 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCAC 3 98 

I III I MMIIII M lllllllllll 

Db 3 70 TGGAACTGGTACTTCGTTCTCTGGGGCCGTGGGACCCTGGTCAC 413 



RESULT 4 

US--08 -758-417A-201 

; Sequence 2Q1/ Application US/08758417A 
; Patent No. 6300129 

GENERAL INFORMATION : 

APPLICANT: Lonberg, Nils 
; Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 6300129-Human Animals for 

Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 417 
CORRESPONDENCE ADDRESS: 
; ADDRESSEE : Townsend and Townsend and. Crew LLP 

STREET: Two Embarcadero Center, Eighth Floor 

CITY: San Francisco 

STATE: California 

COUNTRY: USA 

ZIP: 94111-3834 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC -DOS/MS -DOS 

SOFTWARE: Patentin Release #1.0, Version #1-30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 0 8 / 75 8 , 4 17A 

FILING DATE: 02 -Dec- 1996 

CLASSIFICATION: <Unknown> 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/728,463 

FILING DATE: 10 -OCT- 1996 

APPLICATION NUMBER: US 08/544,404 

FILING DATE: lO-OCT-1995 

APPLICATION NUMBER: US 08/352,322 

FILING DATE: 07-DEC-1994 

APPLICATION NUMBER: US 08/209,741 

FILING DATE: 0 9 -MAR- 1994 

APPLICATION NUMBER: US 08/165,699 



FILING DATE: lO-DEC-1993 
APPLICATION NUMBER: US 08/161,739 
FILING DATE: 03-DEC-1993 
APPLICATION NUMBER: US 08/155,301 
; FILING DATE: 18 -NOV- 1993 

APPLICATION NUMBER: US 08/096,762 
FILING DATE: 22-JUL-1993 
APPLICATION NUMBER: US 08/053,131 
FILING DATE: 26 -APR- 1993 
APPLICATION NUMBER: US 07/990,860. 
FILING DATE: 16 -DEC- 1992 
ATTORNEY /AGENT INFORMATION: 

NAME: Serafini, Andrew T. 
REGISTRATION NUMBER: 41,3 03 

REFERENCE/DOCKET NUMBER: 014643 - 009030US 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (415) 576-0200 

TELEFAX: (415) 576-0300 
; INFORMATION FOR SEQ ID NO : 2 01: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 414 base pairs 
; TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA 

SEQUENCE DESCRIPTION: SEQ ID NO: 201: 
US-08-758-417A-201 

Query Match 72.6%; Score 3 35.6; DB 3; Length 414; 

Best Local Similarity 91.3%; Pred. No. 1.6e-82; 

Matches 369; Conservative 0; Mismatches 29; Indels 6; Gaps 1; 

ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

] M I 1 1 I 1 1 1 M 1 1 1 1 1 1 1 M I I M 1 1 M I 1 1 1 1 1 1 1 1 1 11 1 1 1 1 I M i 1 1 1 1 1 1 1 M 1 1 

ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 9 
GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

MIIIIIIIIIIIIMIMIIIIIIIMIII IIIIIIIMI III IIIIIIMIIIIMII 

GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 9 
TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

MIIIIMIIMIIIIIIIIMMIII I IIIIIIIMI MMIIIIIIIIIIMIII 

TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGCCTGGGTGCGCCAGATGCCC 18 9 
GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Mllllllllllllllllllllllllllll IIMII llllllllllllll Mill I 

GGGAAAGGCCTGGAGTGGATGGGGATCATCGATCCTGCTGACTCTGATACCAGATACAAC 24 9 
CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

MIMIMIMMMMMIMIMMIM MM IIMII II Mill MMMII II 

CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGTACCGCCTATTTG 3 0 9 
CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

I II M I I M II II I II I M I II I II I M II II II II II II II M II I II II II 

CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACCAGCGAAC 3 6 9 
CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCAC 3 98 



Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 
Qy 

Db 

Qy 



1 

10 
61 
70 
121 
130 
181 
190 
241 
250 
301 
310 
355 



3 70 TGGAACTGGTACTTCGTTCTCTGGGGCCGTGGCACCCTGGTCAC 413 



RESULT 5 

US-08-724-752 -16 

Sequence 16, Application US/08724752 
Patent No. 6150584 
GENERAL INFORMATION: 

APPLICANT: Kucherlapat i , Raju 
APPLICANT: Jakobovits, Aya 
APPLICANT: Brenner, Daniel G. 
APPLICANT: Capon, Daniel J. 
APPLICANT: Klaphoz, Sue 

TITLE OF INVENTION: HUMAN ANTIBODIES DERIVED FROM IMMUNIZED 
TITLE OF INVENTION: XENOMICE 
NUMBER OF SEQUENCES: 21 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: FISH & NEAVE 
STREET: 12 51 Avenue of the Americas 
CITY: New York 
STATE : New York 
COUNTRY : USA 
ZIP: 10020 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patentin Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: ■ 

APPLICATION NUMBER: US/08/724 , 7S2 
FILING DATE: 02 -DEC- 1996 
CLASSIFICATION: 536 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/US96/ 0592 8 
FILING DATE: 29-APR-1996 
ATTORNEY/ AGENT INFORMATION: 
NAME: Haley Jr., James F. 
REGISTRATION NUMBER: 27,794 
REFERENCE/DOCKET NUMBER: Cell 4.17 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: 212-596-9000 
TELEFAX: 212-596-9090 
INFORMATION FOR SEQ ID NO: 16: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 477 base pairs 
TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: DNA 
US-08-724-752-16 

Query Match 71.4%; Score 3 3 0; DB 3 ; Length 4 77; 

Best Local Similarity 95.8%; Pred. No. 5.6e-81; 

Matches 339; Conservative 0; Mismatches 15; Indels 0; Gaps 



104 AGTCTCTGAAGATCTCCTGTAAGGGTTCTGGATAC AGCTTTACCGGCTACTGGATCGGCT 16 3 



I I 1 1 M M I M 1 1 1 1 1 I I M 1 1 1 1 1 1 1 M n 1 1 1 1 1 1 1 M 1 1 1 1 I M 1 1 1 1 1 1 I I I I 1 1 

Db 1 AGTCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCT 60 

Qy 164 GGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACT 22 3 

Ml Mill I Illlllll III Mill Illlllll MINI I III Mill IIMIIMI Ml 

Db 61 GGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACT 12 0 

Qy 22 4 CTGATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCA 2 83 

MMIIIII IIIIIIIIIIMIIIIIIIIMMIIIIIIMIIIIIMIIIIIIIIIII 

Db 121 CTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCA 18 0 

Qy 2 84 TCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACT 343 

II II II II II II I II II 1 1 M I M II I II II 1 1 1 II 1 1 1 1 I M 1 1 II M II 1 1 1 II M II 

Db 181 TCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACT 24 0 

Qy 34 4 GTGCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCT 4 03 

Illlllll II II IMIIIIIIIIIIIIMIIIIIIIMIIIIIIIIIIM 

Db 241 GTGCGAGACAGGACGGTGACTCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCT 3 00 

Qy 4 04 CCTCAGCCTCGACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MMMMMMIMMMMMMMMMIMMMM MM MM! II 

Db 3 01 CCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGA 3 54 



RESUr.T 6 

US-09-614- 092A-16 

Sequence 16, Application US/09614b92A 
Patent No, 6713610 
GENERAL INFORMATION: 
APPLICANT: KUCHERLAPATI , RAJU 
APPLICANT: JAKABOVITS, AYA 
APPLICANT: BRENNER, DANIEL G. 
APPLICANT: CAPON, DANIEL J. 
APPLICANT: KLAPHOLZ , SUE 

TITLE OF INVENTION: HUMAN ANTIBODIES DERIVED FROM IMMUNIZED XENOMICE 
FILE REFERENCE: Cell 4.17 DIV2 
CURRENT APPLICATION NUMBER: US/ 09/614 , 092A 
CURRENT FILING DATE: 2000-07-11 
PRIOR" APPLICATION NUMBER: 08/724,752 
PRIOR FILING DATE: 1996-1002 
PRIOR APPLICATION NUMBER: 08/430,938 
PRIOR FILING DATE: 1995-04-27 
PRIOR APPLICATION NUMBER: 08/234,145 
PRIOR FILING DATE: 1994-04-28 
PRtOR APPLICATION NUMBER: 08/112,848 
PRIOR FILING DATE: 1993-08-27 
PRIOR APPLICATION NUMBER: 08/031,801 
PRIOR FILING DATE: 1993-03-15 
PRIOR APPLICATION NUMBER: 07/919,297 
PRIOR FILING DATE: 1992-07-24 
PRIOR APPLICATION NUMBER: 07/610,515 
PRIOR FILING DATE: 1990-11-08 
PRIOR APPLICATION NUMBER: 07/466,008 
PRIOR FILING DATE: 1990-01-12 
PRIOR APPLICATION NUMBER: PCT/US96/05928 
PRIOR FILING DATE: 1996-04-29 
NUMBER OF SEQ ID NOS : 21 



SOFTWARE: Patentin Ver. 2.1 
; SEQ ID NO 16 
LENGTH: 477 
TYPE: DNA 

ORGANISM: Artificial Sequence 
; ^ FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence: Heavy chain 
OTHER INFORMATION: anti-IL-8 antibody K4 . 3 
US-09-614-092A-16 

Query Match 71.4%; Score 330; DB 4; Length 477; 

Best Local Similarity 95.8%; Pred. No. 5.6e-81; 

Matches 3 39; Conservative 0; Mismatches 15; Indels 0; Gaps 0; 
Qy 104 AGTCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCT 163 

IIIIMIMIIIIMIIIIIIIIMIIIIIMIMIIIIIIIII IMIIIIMIIIIII 

Db 1 AGTCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCT 6 0 

Qy 164 GGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACT 22 3 

IIMMIIIIIMIIMIIIMMIIIMIIIIIIIIIMMMIIIMIIMIIMIII . 

Db 61 GGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACT 12 0 

Qy 224 CTGATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCA 2 8 3 

II II Ml II IIIIMIIIIIIIMIIIIIIIIIIIIMIIMIIIIIMIIIIMIIII 

Db 121 CTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCA 18 0 

Qy 2 84 TCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACT 34 3 

MMIMMMMMMMMMIMMMIMMMMMMMMMIMIMMMI 

Db 181 TCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACT 24 0 

Qy 34 4 GTGCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCT 4 03 

MMMM II II IMIIMMIIIIIMIMIIIIIIIMMIIIIIIII 

Db 241 GTGCGAGACAGGACGGTGACTCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCT 3 00 

Qy 4 04- CCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

MMMMMIMMMMIMMMMMIMIMIMI MM Mill II 

Db 301 CCTGAGCGTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGA 354 



RESULT 7 

US-OB-053-131-156 

; Sequence 156, Application US/08053131 
; Patent No. 5661016 

GENERAL INFORMATION: ' 

APPLICANT: Lonberg, Nils 

APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 5661016 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 197 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend Khourie and Crew 

STREET: One Market Plaza, Steuart Tower, Suite 200 

CITY; San Francisco 

STATE: California 

COUNTRY: USA 

ZIP: 94105 
COMPUTER READABLE FORM: 



MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC -DOS/MS - DOS 

SOFTWARE: Patentin Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/053 , 13 1 

FILING DATE: 26-APR-1993 

CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 
.FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17-DEC-1991 
; PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18-MAR-1992 
ATTORNEY/AGENT INFORMATION: 

NAME: Smith, William M. 

REGISTRATION NUMBER: 30,223 

REFERENCE/DOCKET NUMBER: 14643-9-3 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
; INFORMATION FOR SEQ ID NO: 156: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 357 base pairs 
; TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08-053-131-156 



Query Match 70.6%; Score 326.2; DB 1; Length 357; 

Best Local Similarity 96,9%; Pred . No. 5.6e-80; 

Matches 3 44; Conservative 0; Mismatches 8; Indels 3; Gaps 1 

Qy 106 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIMIIIIII IMIIIIIIIIIIIIII 
Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGG 6 0 

Qy 166 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 2 25 

IIIIIIIIIIIIIIIIIIIMIIIIMIIMMIMIMIIIIMIIIMIIIIIIIIII 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 

Qy 22 6 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85' 

IIMIM IIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIMMIIIIII 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 18 0 



Qy 2 86 AGCAGCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 345 

1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 
Qy 34 6 GCGAGA GACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTC 4 02 

IMIII II I I IMIIIIII MIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

Db 241 GCGAGACATGAGCTAACTGGCCTCTTTAACTACTGGGGCCAGGGAACCCTGGTCACCGTC 3 00 



Qy 4 03 TCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MMIIIMIMIIIIMMMIMMMMMIIIMIMIIIIIIIIIMIII 

Db 3 01 TCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 35 5 



RESULT S 

US-08-096-762-156 

; Sequence 156, Application US/08096762 
; Patent No. 5814318 

GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 

APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic Mo. 58143 18 -Human Animals for 
; TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 210 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend Khourie and Crew 

STREET: One Market Plaza, Steuart Tower, Suite 200 
; CITY: San Francisco 

STATE: California 

COUInFTRY : USA 

ZIP: 94105 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patent In Release #1.0, Version #1.2 5 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/096 , 762 

FILING DATE: 22-JUL-1993 

CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/053,131 

FILING DATE: 26-APR-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 

FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/904,068 

FILING DATE: 23 JUN-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18 -MAR- 1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17 -DEC- 1991 
ATTORNEY /AGENT INFORMATION: 

NAME: Smith, William M. 

REGISTRATION NUMBER: 3 0,22 3 

REFERENCE /DOCKET NUMBER: 14643-9-4 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-24 00 

TELEFAX: 415-326-2422 
INFORMATION FOR SEQ ID NO: 156: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 3 57 base pairs 
; TYPE: nucleic acid 



STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08-096-762-156 



Query Match 70.6%; Score 326.2; DB 1; Length 357; 

Best Local Similarity 96.9%; Pred. No. 5.6e-80; 

Matches 344; Conservative 0; Mismatches 8; Indels 3; Gaps 



Qy 10 6 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 16 5 

IIIIIIMIIIIIIMIIIIMIIIMMIMIIIIIIIIII IIIIIIIMIIIIIIII 

Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGG 60 

Qy 166 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 22 5 

IMIIIIMIIIIIIIIIIMIIMMIIMIIIIIIIIIIIIIIIIIIMMIIIIIII 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 



Qy 22 6 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85 

MIIIM IIIIIIMIIIMIIIMIIMIIIMIIIIIilllMIIMIIIIIIMII 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 180 

Qy 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 345 

iMIIIIIIIIIIIIIMIMIIIIIIIIMIIIIIIIIIIIIIIIIIIIMIIIIIIII 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 



Qy 34 6 GCGAGA GACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTC 4 02 

I Ml II II II IMIIIIII IIMIIIIIIIIIIIIIirilMIIIIIIIU 

Db 24 1 GCGAGACATGAGCTAACTGGCCTGTTTAACTACTGGGGCCAGGGAACCCTGGTCACCGTC 3 00 

Qy 4 03 TCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MIIIIIIIIIIIIMIMMIMIIIIIIMMIIIIIIIIIMIIIIIIIIII 

Db 3 01 TCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 355 



RESULT 9 

US-"08-053-131-177 

; Sequence 177, Application US/08053131 
; Patent No. 5661016 

GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 

APPLICANT: Kay, Robert M, 
; TITLE OF INVENTION: Transgenic No. 5661016 -Human Animals for 

TITLE OF INVENTION: Producing Heterologous Antibodies 

NUMBER OF SEQUENCES: 197 

corr:espondence TUDDRESS : 

ADDRESSEE: Townsend and Townsend Khourie and Crew 

STREET: One Market Plaza, Steuart Tower, Suite 2 00 
; CITY: San Francisco 

; STATE: California 

COUNTRY : USA 

ZIP: 94105 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patentin Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 



APPLICATION NUMBER: US/08/053 , 13 I 
FILING DATE: 26-APR-1993 
CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 
FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 
FILING DATE: 17-DEC-1991 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER:' US 07/853,408 
FILING DATE: 18-MAR-1992 
ATTORNEY/ AGENT INFORMATION: 
NAME: Smith, William M. 
REGISTRATION NUMBER: 30,223 
REFERENCE/DOCKET NUMBER: 14 64 3-9-3 
TELECOMMUNICATION INFORMATION; 
TELEPHONE: 415-326-2400 
TELEFAX: 415-326-2422 
INFORMATION FOR SEQ ID NO: 177: 
SEQUENCE CHARACTERISTICS : 
LENGTH: 3 61 base pairs 
TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08-053-131-177 

Query Match 69.3%; Score 320;. DB 1 ; Length 361; 

Best Local Similarity 96.3%; Fred. No. 2:8e-78; 

Matches 3 39; Conservative 0; Mismatches 10; Indels 3; Gaps 
Qy 10 6 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

IMIIIIMIIIIMMIIIIIIMMMIIMIMIMMI 1 1 1 1 1 M 1 1 1 M I M 1 1 

Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGG 60 

Qy 166 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 22 5 

MMIMIIIIMIMIIIMMIIIIIIMMIMIIIMMIIIIIMIIIMIIIM 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 



1; 



Qy 226 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85 

1 1 M { 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M i 1 1 M M 1 1 1 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 18 0 

Qy 2 8 6 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGAC ACCGCCATGTATTACTGT 34 5 

1 1 1 1 1 M I M M 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 i M 1 1 1 M 1 1 1 M 1 1 1 M I M 1 1 ' 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 



Qy 34 6 GCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

MINI I M IIMIIIilllllMIIMIIIMMMMMIIIillll 

Db 241 GCGAGGG- --GATCGTGGTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 2 97 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIIMIIMIIIIIIIIIIJMIMMIMMMMIIMIMIIIMIII 

Db 2 98 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 34 9 



RESULT 10 
US-08-096-762-177 

; Sequence 177, Application US/08096762 
; Patent No. 5814318 

GENERAL INFORMATION: 

APPLICANT: Lonberg , Nils 

APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 5814318 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 210 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend Khourie and Crew 

STREET: One Market Plaza, Steuart Tower, Suite 2 00 

CITY: San Francisco 

STATE: California 

COUNTRY: USA 

ZIP: 94105 
COMPUTER READABLE FORM: 

MEDIUM. TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: PatentIn Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/ 096 , 762 

FILING DATE: 22-JUL-1993 

CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/053,131 

FILING DATE: 26 -APR- 1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 

FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION IWMBER: US 07/904,068 

FILING DATE: 23-JUN-1992 - 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18-MAR-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17-DEC-1991 
ATTORNEY/ AGENT INFORMATION: 

NAME: Smith, William M, 

REGISTRATION NUMBER: 3 0,22 3 

REFERENCE/DOCKET NUMBER: 14 643-9-4 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
INFORMATION FOR SEQ ID NO: 177: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 3 61 base pairs 

TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08-096-762-177 



Query Match 69.3%; Score 320; DB 1; Length 361; 

Best Local Similarity 96.3%; Pred. No. 2.8e-78; 

Matches 33 9; Conservative 0; Mismatches 10; Indels 3; Gaps 1, 
Qy 10 6 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

IIMMIIIIIIIIIIIIIIIIIIIMIIMIIMIIIIIII IIMMIIilMIIIII 

Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGG 60 

Qy 16 6 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 22 5 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 U I 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 

Qy 22 6 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85 

IIIIIM IIIMIIIIIIIIIIIIIMIIIIIIIIIIIIIMIMIIIIIMIIIIIII 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 18 0 

Qy 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 34 5 

IIMIMIIIIIIIIIIIMIIIIIMIIIIIIIIMIIIIIIMMIIIMIIIMIM 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 

Qy 34 6 GCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

Mill I I II IIIIIIIIIIIIIIIIIIIIMIIMIIIIIIIIIMIII 

Db 241 GCGAGGG GATCGTGGTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 297 



Qy 4 05 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

^ IIIIIIIMIMIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIIIIIM 

Db 2 98 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 34 9 



RESULT 11 
US-08-053''-I31-157 

Sequence 157, Application US/08053131 
Patent No. 5661016 
GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 
APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 5661016 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 197 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend Khourie and Crew 
STREET: One Market Plaza, Steuart Tower, Suite 200 
CITY: San Francisco 
STATE : California 
COUNTRY : USA 
ZIP: 94105 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patentin Release #1.0, Version #1,25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/053 , 131 
FILING DATE: 26 -APR- 1993 
CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 



FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17-DEC-1991 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18 -MAR- 1992 
ATTORNEY /AGENT INFORMATION: 

NAME: Smith, William M. 

REGISTRATION NUMBER: 3 0,22 3 

REFERENCE/DOCKET NUMBER: 14 643-9-3 ' 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
INFORMATION FOR SEQ ID NO: 157: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 34 8 base pairs 

TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-OB-053 -131-157 

Query Match 68.3%; Score 315.6; DB 1; Length 348; 

Best Local Similarity 95.7%; Pred. No. 4.4e-77; 

Matches 3 37; Conservative 0; Mismatches 9; Indels 6; Gaps 



Qy 106 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 { 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M 1 1 

Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGG 6 0 

Qy 16 6 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 22 5 

MM INI IN MIIIIIMI III lllllllllilllllll Mill Mill I IIIIIMI. 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 

Qy 22 6 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85 

MMMI MMIMMMMIMMMMIMMMMMMMIMIIMMMMM 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 180 

Qy 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 345 

MMMMMMIMMM IIIMMIMIMIIIIIIIIIIIIIIIIIIMIIIIIMI 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 

Qy 34 6 GCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

MIIM I I IIIIIIIIIMIIIIIIIIIIIIIII IIMIIMMMI 

Db 241 GCGAGACATC TTTACTTTGACTACTGGGGCCAGGGAACCCAGGTCACCGTCTCC 2 94 

Qy 4 0 6 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

MMMIIIIMIIII MIIM lllllllllll III llllllllllllllll 

Db 2 95 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 346 



RESULT 12 

US-08~096-762 -157 

; Sequence 157, Application US/08096762 
; Patent No. 5814318 

GENERAL INFORMATION: 



APPLICANT: Lonberg, Nils 
; ' APPLICANT: Kay, Robert 

TITLE OF INVENTION: Transgenic No. 5814 3 18 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 210 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: Townsend and" Townsend Khourie and Crew 

STREET: One Market Plaza, Steuart Tower, Suite 200 

CITY: San Francisco 

STATE: California 

COUNTRY : USA 

ZIP: 94105 
COMPUTER READABLE FORM : 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: PatentIn Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/096 , 762 

FILING DATE: 22 -JUL- 1993 

CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NtTMBER: US 08/053,131 

FILING DATE: 26 -APR- 1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 

FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/904/068 

FILING DATE: 23-JUN-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18 -MAR- 1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17-DEC-1991 
ATTORNEY/ AGENT INFORMATION: 

NAME: Smith, William M. 

REGISTRATION NUMBER: 30,223 

REFERENCE /DOCKET NUMBER: 14643-9-4 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
INFORMATION FOR SEQ ID NO: 157: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 34 8 base pairs 

TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08-096-762-157 

Query Match 68.3%; Score 315.6; DB 1; Length 348; 

Best Local Similarity 95.7%; Pred . No. 4.4e-77; 

Matches 337; Conservative 0; Mismatches 9; Indels 6; Gaps 1 



106 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 



IIIIIIIIIIIIIMIIIIIMIIMMIIIIIMMIIMI MMMMMMIMM 

Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGG 6 0 

Qy 16 6 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 2 25 

IIIIIIIMIIIMIIIIIIIMIIIMIIIIIIIIMIIIIIMIIMIIMIIIIIII 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 

Qy 2 26 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85 

1 1 1 1 M I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 M 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 I M 1 1 1 M 1 1 1 1 1 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 180 

Qy 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 34 5 

I M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 { I I M 1 1 1 1 1 1 1 1 1 1 I I I M 1 1 1 1 1 1 1 1 M I M 1 1 1 1 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 

Qy 34 6 GCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

mill I I MIIMMIIIMIIIIIMIIIIII IIIIIMIIIIII 

Db 241 GCGAGACATC TTTACTTTGACTACTGGGGCCAGGGAACCCAGGTCACCGTCTCC 2 94 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

IMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIIIIIIMIIII 

Db 2 95 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 34 6 



RESULT 13 
US-08-053-131-175 

Sequence 175, Application US/08053131 
Patent No. 5661016 
GENERAL INFORMATION: 

APPLICAlvFT: Lonberg, Nils 
APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 5661016 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NIMBER OF SEQUENCES: 197 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: Townsend and Townsend IChourie and Crew 
STREET: One Market Plaza, Steuart Tower, Suite 200 
CITY: San Francisco 
STATE: California 
COUNTRY: USA 
ZIP: 94105 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC -DOS /MS -DOS 
SOFTWARE: Patentin Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/053,131 
FILING DATE: 26-APR-1993 
CLASSTFICATION: 8 00 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 
FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 
FILING DATE: 17-DEC-1991 
PRIOR APPLICATION DATA: 



APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18-MAR-1992 
ATTORNEY/ AGENT INFORMATION: 

NAT^E: Smith, William M. 

REGISTRATION NUMBER: 3 0,22 3 

REFERENCE/DOCKET NUMBER: 14643-9-3 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
; INFORMATION FOR SEQ ID NO: 175: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 352 base pairs 
; TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08--053-131-175 



Query Match 68.1%; Score 314.8; DB 1; Length 352; 

Best Local Similarity 95.5%; Pred. No. 7.3e~77; 

Matches 336; Conservative 0; Mismatches 12; Indels 4; Gaps 1; 
Qy 10 6 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

III I MUM Ml Mill nil lllllllllllllll III I M IMIIIIMMI 

Db 1 TCTCTGAAGATCTCCTGTAAGGTTTCTGGATACAGCTTAACCAGTTATTGGATCGGCTGG 6 0 

Qy 166 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 225 

I II 1 1 M II II II M II I M I II M 1 1 II II I M I II II II II I II II II II M I II II I 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 120 



Qy 22 6 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 35 

I II I I M 1 1 I 1 1 I M I II II 1 1 II 1 1 II M II M M 1 1 1 II M M M 1 1 II II I M I II 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 180 

Qy 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 34 5 

MMMMMIMMMMIMMMIMIMMMMIIMIMMMMIMMMM 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 240 

Qy 34 6 GCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

IMIM I Ml MMMIMMMIMMMMIMMMMMMMIM 

Db 241 GCGAGA CAAAGGGGTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 2 96 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 45 7 

I II 1 1 I II II I II M II II II II M II I II II I M II M II I II I II I II M 

Db 2 97 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 34 8 



RESULT 14 
US-08-096-762-175 

Sequence 175, Application US/08096762 - 
Patent No. 5814318 
GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 
APPLICANT: Kay, Robert M.. 

TITLE OF INVENTION: Transgenic No. 5 814 3 18 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 210 



CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend Khourie and Crew 

STREET: One Market Plaza, Steuart Tower, Suite 200 

CITY: San Francisco 

STATE: California 

COUNTRY : USA 

ZIP: 94105 
: COMPUTER READABLE FORM: 

; MEDIUM TYPE: Floppy disk 

; COMPUTER: IBM PC compatible 

; OPERATING SYSTEM: PC-DOS/MS -DOS 

• SOFTWARE: Patentin Release #1.0, Version #1.25 

- CURRENT APPLICATION DATA: 

- APPLICATION NUMBER: US/08/096 , 762 
FILING DATE: 22-JUL-1993 
CLASSIFICATION: 800 

PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/053,131 

FILING DATE: 26-APR-1993 
; PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 

FILING DATE: 16 -DEC- 1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/904,068 

FILING DATE: 23-JUN-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18-MAR-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17-DEC-1991 
ATTORNEY/AGENT INFORMATION: 

NAME: Smith, William M. 
: REGISTRATION NUMBER: 3 0,22 3 

REFERENCE/DOCKET NUMBER: 14 643-9-4 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
INFORMATION FOR SEQ ID NO: 175: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 352 base pairs 

TYPE: nucleic acid 

STRAJSTDEDNESS : single 
; TOPOLOGY: linear 

MOLECULE TYPE: DNA (genomic) 
US-08-096-762-175 

Query Match 68.1%; Score 314.8; DB 1; Length 352; 

Best Local Similarity 95.5%; Pred . No, 7.3e-77; 

Matches 33 6; Conservative 0; Mismatches 12; Indels 4; Gaps 1 
Qy 106 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

IIMIIIIIIIIIIIIIIMII IIMIIIIIIIMM III I M MIIMIIIMI 

1 TCTCTGAAGATCTCCTGTAAGGTTTCTGGATACAGCTTAACCAGTTATTGGATCGGCTGG 60 
Qy 166 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 22 5 

MIIIMIMIIMMIMIIIMIIMIIIIillMMIMIIIIIIIMIMMIIM 



Db 



6 1 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 



Qy 2 26 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATGTCAGCCGACAAGTCCATC 2 85 

lllllll MIIMIMIIIIMIIIMIIIIIIIIMIIIIIIIIIIIIIIMIIIIM 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 180 

Qy . 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 34 5 

M Mill I I II I II II II II Ml III II II III II II II lllllll I MIIM ill III I 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 

Qy 34 6 GCGAGAGACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTGACCGTCTCC 4 05 

IIMII I III MIMMMMMMMMMMMMMMMIMMM 

Db 241 GCGAGA CAAAGGGGTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 2 96 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

llllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 2 97 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 34 8 



RESULT 15 
US-08-053-131-173 

Sequence 173, Application US/08053131 
Patent No. 5661016 
GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 
AP?LICAJS]T: Kay, Robert M. 
.TITLE OF INVENTION: Transgenic No. 5661016 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 197 
CORRESPONDENCE T^JIiDRESS : 

ADDRESSEE: Townsend and Townsend Khourie and Crew 
STREET: One Market Plaza, Steuart Tower, Suite 200 
CITY: San Francisco 
STATE: California 
COUNTRY : USA 
ZIP: 94105 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: PatentIn Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/ 053 , 13 1 
FILING DATE: 26 -APR- 1993 
CLASSIFICATION: 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 
FILING DATE: 16 -DEC- 1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 
FILING DATE: 17 -DEC- 1991 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,4 08 
FILING DATE: 18 -MAR- 1992 
ATTORNEY /AGENT INFORMATION: 
NAME: Smith, William M. 
REGISTRATION NUMBER: 30,223 



REFERENCE/DOCKET NUMBER: 14 643-9-3 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 415-326-2400 

TELEFAX: 415-326-2422 
; INFORMATION FOR SEQ ID NO: 173: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 370 base pairs 

TYPE: nucleic acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: DNA (genomic) 
US-08-053-131-173 

Query Match * 67.9%; Score 313.8; DB 1; Length 370; 

Best Local Similarity 94.2%; Pred. No. 1.4e-76; 

Matches 340; Conservative 0; Mismatches 12; Indels 9; Gaps 1; 



Qy 10 6 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGG 165 

IIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIMII M llllllllllllllll 

Db 1 TCTCTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTCCCATCTACTGGATCGGCTGG 60 

Qy 166 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 22 5 

IMIMIIIIIIIIII III Mill llllllllllllllll II I Mill Mini mill 

Db 61 GTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCT 12 0 

Qy 22 6 GATACCACATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 2 85 

1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 ! I M M M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 M 1 1 

Db 121 GATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATC 18 0 

Qy 2 86 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 34 5 

I M 1 1 1 1 1 II I II II I II I II 1 1 II M I II I II II I M I II I II I M I II I II I II M 1 1 

Db 181 AGCACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT 24 0 
Qy 34 6 GCGAGAGACCAACTGGGCCT CTTTGACTACTGGGGCCAGGGAACCCTGGTC 3 96 

I I Mill Mil I Mlllllllllllllllllllllllllllll 

Db 241 GCGAGAGTGGTTCGGGGATTTATTATTTACTTTGACTACTGGGGCCAGGGAACCCTGGTC 30 0 

Qy 3 97 ACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAG 4 56 

IMMIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

Db 3 01 ACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAG 3 6 0 

Qy 457 A 457 

I 

Db^ 361 A 361 

Search completed: December 2, 2004, 17:07:37 
Job time : 68.4772 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 

OM nucleic - nucleic search, using sw model 



Run on: 



December 2, 2004, 17:01:26 ; Search time 354.212 Seconds 

(without alignments) 



7166.911 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



US-08-728~463B-207 
462 

1 ATGGGGTCAACCGCCATCCT CACCCTCCTCCAAGAAGCTT 4 62 

IDENTITY_NUC 

Gapop 10,0 , Gapext 1,0 



Searched: 



3694831 seqs, 2747406616 residues 



Total number of hits satisfying chosen parameters: 



7389662 



Minimum DE seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/l/pubpna/PCTNEW_PUB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB.seq:* 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB.seq:* 

5 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/l/pubpna/PCfUS_PUBCOMB.seq: * 

7 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq : * 

3 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq : * 

9 : /cgn2_6/ptodata/l/pubpna/US0 9A_PUBCOMB . seq : * 
10 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB.seq: 
11 : /cgn2__6/ptodata/l/pubpna/US0 9C_PUBCOMB. seq: 
12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: * 
13 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB.seq: 
14 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB, seq: 
15 : /cgn2_6/ptodata/l/pubpna/US10G_PUBCOMB. seq: 
16 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB. seq: 
17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB. seq: 
18 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seq: ^ 
19 : /cgn2__6/ptodata/l/pubpna/USll_NEW_PUB . seq: ^ 
20 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB . seq: * 
21 : /cgn2_6/ptodata/l/pubpna/US60_PUBCOMB . seq: * 



Pred- No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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RESULT 1 
US-10-395-894-5 

Sequence 5, Application US/10395894 
Publication No. US2004 0033229A1 
GENERAL INFORMATION: 
APPLICANT: MADDON, Paul J. 
APPLICANT: DONOVAN, Gerald P. 
APPLICANT: OLSON, William C. 

APPLICANT: SCHsLKE, No. US2004003322 9Albert 
APPLICANT: GARDNER, Jason 
APPLICANT: MA, Dangshe 

TITLE OF INVENTION: PSMA ANTIBODIES AND PROTEIN MULTIMERS 



FILE REFERENCE : .P00741 . 70005 .US 
CURRENT APPLICATION NUMBER: US/ 1 0 / 3 95 , 8 94 
CURRENT FILING DATE: 2 003-03-24 
PRIOR APPLICATION NUMBER: PCT/US 02 / 3 3 94 4 
PRIOR FILING DATE: 2002-10-23 
PRIOR APPLICATION NUMBER: US 60/335,215 
PRIOR FILING DATE: 2001-10-23 
PRIOR APPLICATION NUMBER: US 60/362,747 
PRIOR FILING DATE: 2002-03-07 
PRIOR APPLICATION NUMBER: US 60/412,618 
PRIOR FILING DATE: 2002-09-20 
NUMBER OF SEQ ID NOS : 3 3 
SOFTVJARE : Patentin version 3.1 
SEQ ID NO 5 
LENGTH: 7 55 8 
TYPE: DNA 

ORGANIsr^I: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Plasmid 
US-10-395-894-5 

Query Match 90.3%; Score 417; DB 16; Length 7 558; 

Best Local Similarity 95.5%; Pred . No. 1.8e-lll; 

Matches 442; Conservative 0; Mismatches 15; Indels 6; Gaps 1; 
Qy^ 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

MIIIIIIIIIM IIIMMIIIIIIIMIMIIMIIIMIMMIIIIIIIIIIIM 

Oh - 92 3 ATGGGGTCAACCGTCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 982 

.Qy 6 1 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIIMIIIIIMMMMIIIIIIMIiMIMIIIMMIIMIMMIMIM 

Db 983 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 1042 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

nil Ml Mill MINI Mill Ml I I IIIIIIIIIIIMMIIIIIIIIIIIIIM 

Db 104 3 TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGGCTGGGTGCGCCAGATGCCC 1102 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

MIIIMMMIIMMIIIIIMMMMMMIMIIIIIIIMIIMM MM Ml 

Db 1103 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 116 2 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

M II I II I II II M M II II II I II I II II I II M I II M II M M I II II II M I M II 

Db 116 3 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 12 2 2 
QV 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAC 3 54 

1IIIIIMIIIIIMIIIIIIIIIIIIIMIIIIIIIIIIMIIIIIIIII I 

Db 12 2 3 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGGATGGCA 12 82 

Qy 3 5^^ CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I MM MIIIIIIMIIIIIIIIIIIMIIIIIIIIIMIIIIIIIIIIMIII 

Db 12 83 GCAGCTGGCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 1342 

Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

II I M I II II M I II II II M I 1 1 M I II II II 1 1 Mill 

Db 134 3 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCTAGCAAGA 13 85 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



RESULT 2 
US-10-695-667-5 

Sequence 5, Application US/10695667 
Publication No. US2 0040161776A1 
GENERAL INFORMATION: 
APPLICANT: MADDON , Paul J. 

DONOVAN, Gerald P. 
OLSON, William C. 
SCHSLKE, Norbert , 
GARDNER, Jason 
MA, Bangs he 

TITLE OF INVENTION: PSMA FORMULATIONS AND USES THEREOF 
FILE REFERENCE: P074 I . 70006US00 
CURRENT APPLICATION NUMBER: US/lO/695 , 667 
CURRENT FILING DATE: 2003-10-27 
PRIOR APPLICATION NUMBER: US 10/395,8 94 
PRIOR FILING DATE: 2 003-03-21 
PRIOR APPLICATION NUMBER: PCT/US02 / 3 3 944 
PRIOR FILING DATE: 2002-10-23 
PRIOR APPLICATION NUMBER: US 60/335,215 
PRIOR FILING DATE: 2001-10-23 
PRIOR APPLICATION NUMBER: US 60/362,747 
PRIOR FILING DATE: 2002-03-07 
PRIOR APPLICATION NUMBER: US 60/412,618 
PRIOR PILING DATE: 2002-0 9-20 
NUMBER OF SEQ ID NOS : 3 3 
SOFTWARE: Patentin version 3.1 
SEQ ID NO 5 
LENGTH: 7558 
TYPE: DNA 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Plasmid 
US-10-695-667-5 

Query Match 90.3%; Score 417; DB 17; Length 7558; 

Best Local Similarity 95.5%; Pred. No. 1.8e-lll; 

Matches 442; Conservative 0; Mismatches 15; Indels 6; Gaps 1; 

ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

M 1 1 M 1 1 ! 1 1 1 1 M I M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

ATGGGGTCAACCGTCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 982 
GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

MIIIIMIiMMIIIMIMIIIIIIIIIIIMMIIIMMMMIIIMMIIIM 

GTGCAGCTGGTGCAGTCTGGAGC AGAGGTG AAAAAGCCCGGGGAGTCTCTGAAGATCTCC 1042 
TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIIIIIIIIIIIIIMMIIIMI I IIIIIIIIIIIMIMIIIIIIIIIIIIII 

TGTAAGGGTTCTGGATACAGCTTTACC AGTTACTGGATCGGCTGGGTGCGCC AG ATGCCC 1102 
GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

1 1 1 1 1 1 1 M I M 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 11 1 1 1 1 1 1 1 1 1 M I 



Qy 


1 


Db 


923 


Qy 


61 


Db 


983 


Qy 


121 


Db 


1043 


Qy 


181 


Db 


1103. 



Qy 



241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 



M I 1 1 I M M I M M I 1 1 1 M M I I M M 1 1 1 1 1 1 1 1 1 I M I 1 1 1 1 j M I M 1 1 I M 1 1 1 

Db 116 3 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 12 2 2 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAC 354 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIiMIIII I 

Db 12 2 3 CAGTGGAGCAGCGTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGGATGGCA 12 82 

Qy 3 55 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I Mil IIIIMIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIII 

Db 12 83 GCAGCTGGCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 13 4 2 

Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM lllll 

Db 134 3 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCTAGCAAGA 13 85 



RESULT 3 

US-10-395-894-26 

Sequence 26, Application US/10395894 
Publication No. US2004003 322 9A1 
GENERAL INFORMATION: 
APPLICANT: MADDON, Paul J. 
APPLICANT: DONOVAN, Gerald P. 
APPLICANT: OLSON, William C. 

APPLICA^nTT: SCHsLKE, No. US20040033229Albert 
APPLICANT: GARDNER, Jason 
APPLICANT: MA, Dangshe 

TITLE OF i:nVENTION: PSMA ANTIBODIES AND PROTEIN MULTIMERS 
FILE REFERENCE: P0074 1 . 7 0005 . US 
CURRENT APPLICATION NUMBER: US/ 10/ 3 95 , 8 94 
CURRENT FILING DATE: 2003-03-24 
Pi^IOR APPLICATION NUMBER: PCT/US02 /3 3 944 
PRIOR FILING DATE: 2002-10-23 
PRIOR. APPLICATION NUMBER: US 60/335,215 
PRIOR FILING DATE: 2001-10-23 
PRIOR APPLICATION NUMBER: US 60/362,747 
PRIOR FILING DATE: 2002-03-07 
PRIOR APPLICATION NUMBER: US 60/412,618 
PRIOR FILING DATE: 2002-09-20 
NUMBER OF SEQ ID NOS : 33 , 
SOFTWARE: Patentin version 3.1 
SEQ ID NO 26 
LENGTH: 469 
TYPE : DNA 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Includes BamHi/Bglll cloning junction, signal peptide, V 
region, portion 

OTHER INFORMATION: of C region and 3'Xbal/NheI (heavy) or Nhel (light) 
cloning junction 
US-10-395-894-26 

Query Match 89.6%; Score 413.8; DB 16; Length 469; 

Best Local Similarity 96.0%; Pred. No. 1.2e-110; 

Matches 437; Conservative 0; Mismatches 12; Indels 6; Gaps 1; 



Qy 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 



IMIIIIIIIIII MIIIMIMIMIIIIIIIIIIIIIMMIIIIIIMIIIMM! 

Db 11 ATGGGGTCAACCGTCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 70 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIIIMMIIIMIIIIIIIIIMMIIIIIIIIIIMIIMIIIMIIMIMI 

Db 71 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 13 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACGGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIMMIIMIIIIIIIIIIIMIMI I IMIMIIIIIIIIIIIIIIIIIIIIIIII 

Db 131 TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGGCTGGGTGCGCCAGATGCCC 190 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACC ACATACAGC 24 0 

I I M 1 1 1 1 1 M 1 1 1 M I 1 1 1 1 1 M I 1 1 1 1. 1 1 1 1 1 1 1 1 1 M M i 1 1 1 1 1 1 1 1 1 1 1 1 M M 

Db 191 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 25 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 30 0 

IIMIilllllllMIIIIIIMIMIIIIIIMIIIIIIIIIMIIIIIIIIIIIIIII 

Db 251 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 310 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

1 1 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I 

Db 311 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGGATGGCA 3 70 

Qy 35 5 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCAGCGTCTCCTCAGCCTCC 414 

I Mil lllllllllllllllllllllllllllllllllllllllllllllllll 

Db 371 GCAGCTGGCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 43 0 

Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTC 44 9 

IIMIIMIIMMIIIIIIIIIMMMIIIIM 

Db 431 ACCAAGGGCCCATCGGTCTTGCCCCTGGCACCCTC 4 65 



RESULT 4 

US-10-695 -667-26 

Sequence 26, Application US/10695667 
Publication No. US20040161776A1 
GENERAL INFORMATION: 



MADDON, Paul J. 
DONOVAN, Gerald P. 
OLSON, William C. 
SCHSLKE, Norbert 
GARDNER, Jason 
MA,^Dangshe 



APPLICAI^JT: 
APPLICANT: 
APPLICANT: 
APPLICANT: 
APPLICANT: 
APPLICANT: 

TITLE OF INVENTION: PSMA FORMULATIONS AND USES THEREOF 
FILE REFERENCE: P0741 . 70006US00 
CURRENT APPLICATION NUMBER: US/ 1 0/ 6 95 , 667 
CURRENT FILING DATE: 2003-10-27 
PRIOR APPLICATION NUMBER: US 10/395,894 
PRIOR FILING DATE: 2003-03-21 
PRIOR APPLICATION NUMBER: PCT/US02/33944 
PRIOR FILING DATE: 2002-10-23 
PRIOR APPLICATION NUMBER: US 60/335,215 
PRIOR FILING DATE: 2001-10-23 
PRIOR APPLICATION NUMBER: US 60/362,747 
PRIOR FILING DATE: 2002-03-07 
PRIOR APPLICATION NUMBER: US 60/412,618 
PRIOR FILING DATE: 2002-09-20 



; NUMBER OF SEQ ID NOS : 3 3 

SOFTWARE; Patentin version 3.1 
; SEQ ID NO 2 6 

LENGTH: 46 9 

TYPE : DNA 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Includes BamHi/Bglll cloning junction, signal peptide, 
region, portion 

OTHER INFORMATION: of C region and 3'Xbal/NheI (heavy) or Nhel (light) 
cloning junction 
US-10-695-667-26 



Query Match 89.6%; Score 413.8; DB 17; Length 469; 

Best Local Similarity 96.0%; Pred. No. 1.2e-110; 

Matches 437; Conservative 0; Mismatches 12; Indels 6; Gaps 1 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIMMIMIMI IIIIIIIIIIIIMIIIIIIIMIIIIIIMIIIIIIIIIIIIIII 

Db 11 ATGGGGTCAACCGTCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 70 



Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIMIIIIIMIMIIIIIIIIIIIIIIIMIIIIIIIIMIIMMIIIIIIIIMIII 

Db 71 GTGCAGGTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 13 0 



Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

MNIIIIIIIIIIIIIIIIIIIIIM I MIIIIMIMIIMMIIIMIIIIIIII 

Db 131 TGTAAGGGTTCTGGATACAGCTTTACCAGTTACTGGATCGGCTGGGTGCGCCAGATGCCC 190 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATAGCACATACAGC 24 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIMMMIIIIIII II I II 1 1 

Db 191 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 2 50 

Qy 24:1, CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

II I II 1 1 1 1 M I I I II I II 1 1 M I M 1 1 1 1 1 1 1 1 II M I I II II M 1 1 1 1 1 1 1 1 1 1 1 1 M 

Db 251 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 310 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

IIIIIMIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIMIIIIIM I 

Db 311 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGGATGGCA 3 70 



Qy 35 5 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I MM IIIIIIIIIMIIIIIIIIIIMIIIIIIIIMIMMIMIIIIMII 

Db 3 71 GCAGCTGGCCCCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 43 0 



Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTC 44 9 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 
Db 431 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTC 465 



RESULT 5 

US-10-656-769-31 

; Sequence 31, Application US/10656769 
; Publication No. US20040097712A1 
; GENERAL INFORMATION: 

APPLICANT: Varnum, Brian 

APPLICANT: Witte, Alison 



APPLICANT: Vezina, Chris 
APPLICANT: Wong, Lu Min 
APPLICANT: Qian, Xueming 

TITLE OF INVENTION: Therapeutic Human Anti-IL-IR Monoclonal Antibody 
FILE REFERENCE: 01,1554 

CURRENT APPLICATION NUMBER: US/lO/656 , 769 
CURRENT FILING DATE: 2003-09-05 
NUMBER OF SEQ ID NOS : 7 9 
SOFTWARE: Patentln version 3.0 
SEQ ID NO 31 
LENGTH: 14 01 
TYPE : DNA 

ORGANISM: Homo Sapiens 
US-10-656-769-31 

Query Match 87.4%; Score 404; DB 16; Length 1401; 

Best Local Similarity 93^9%; Pred, No. 9.3e-108; 

Matches 4 32; Conservative 0; Mismatches 25; Indels 3; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

MIMIIMIIIIIIIIIIIIMIIMIMIIIIIIIIIIIIIIIMIIIMMMIill 

Db .1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I III III M MIIIIIIIIIIIMMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

Db 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIMIIMIMIIIIIIIIIII M I IIIIMIII IIIIIIIIMIIIIIIIII 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 180 

Qy T31 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 240 

I Ml I II Ml Ml! I Mill I III Ml Ml IIIIMIII Ml MMMM IIIIIM 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 

Qy 2^1 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MMIMMIIIIMIIIMMMMIIIIMIMIII MM MM II MMMM 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGCGCCACCTACCTG 3 00 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA-- -CCAA 3 57 

IIMIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII IIMIIIIII I II 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 3 60 

Qy 3 58 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 417 

II I I IMMMMMMMMMMMMMMMMMMM IIMMMI 

Db 361 CTCGACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCTAGTGCCTCCACC 42 0 

Qy 418 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIMIIIIMIMIIIIIIMIIIIIIIIIIIIIIIIII 

Db " 421 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 60 



RESULT 6 

US-10-656-769-33 

; Sequence 33, Application US/10656769 
; Publication No. US20040097712A1 
; GENERAL INFORMATION: 



APPLICANT: Varnum, Brian 
APPLICANT: Witte, Alison 
APPLICANT: Vezina, Chris 
APPLICANT: Wong, Lu Min 
APPLICANT: Qian, Xueming 

TITLE OF INVENTION: Therapeutic Human Anti-IL-IR Monoclonal Antibody 
FILE REFERENCE: 01,1554 

CURRENT APPLICATION NUMBER: US/lO/656 , 769 
CURRENT FILING DATE: 2003-09-05 
NUMBER OF SEQ ID NOS : 7 9 
SOFTWARE: Patentln version 3.0 
SEQ ID NO 3 3 
LENGTH: 13 8 9 
TYPE : DNA 

ORGANISM: Homo sapiens 
US-10-656-769-33 

Query Match 86.4%; Score 399.2; DB 16; Length 1389; 

Best Local Similarity 93.3%; Pred. No, 2.3e-l06; 

Matches 42 9; Conservative 0; Mismatches 28; Indels 3; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

1 1 1 1 1 1 1 I ! 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 M 1 1 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IMIIIIM IIIIMMIIIMIIMIIIIIIIMIIIMIIIIIIIIIIIMIMMI 

Db 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIMIIMIMMIMMIIIIII II I IIIIIIIM I M 1 1 1 1 II II I II 1 1 M I 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIIIIIMIMIIIIIIIIIIMIIII IIIIIIIM IIMIIIMII MIMII 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Mill mill IIIIIIIIIIIIIIIMIIIIMIIII MM MM II MMMM 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGCGCCACCTACCTG 3 00 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA CCAA 3 57 

MIMIMMMMMMMMMMMMMMMMM IMIIIIIII I II 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 36 0 

Qy 3 58 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 417 

MM lllllllllliMIIMIIIMMIIIIIIIIIIIIIII III MUM 

Db 3 61 CTCGACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCTAGTGCCTCCACC 42 0 

Qy 418 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

llllllllllllllllllllllllll MM Mill II 

Db 421 AAGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGA 46 0 



RESULT 7 

US-10-656-769-35 

; Sequence 35, Application 



US/10656769 



Publication No. US2 004 00 97712A1 
GENERAL INFORMATION: 
APPLICANT: Varnum, Brian 
APPLICANT: Witte, Alison 
APPLICANT: Vezina, Chris 
APPLICANT: Wong, Lu Min 
APPLICANT: Qian, Xueming 

TITLE OF INVENTION: Therapeutic Human Anti-IL-IR Monoclonal Antibody 
FILE REFERENCE: 01,1554 

CURRENT APPLICATION NUMBER: US/ 10 /656 , 76 9 
CURRENT FILING DATE: 2003-09-05 
NUMBER OF SEQ ID NOS : 79 
SOFTWARE: Patentin version 3.0 
SEQ ID NO 35 
LENGTH: 13 92 
TYPE: DNA 

ORGAJSriSM: Homo sapiens 
US-10-656-769-35 

Query Match 85.0%; Score 392.8; DB 16; Length 1392; 

Best Local Similarity 92.4%; Pred. No. 1.7e-104; 

Matches 425; Conservative 0; Mismatches 32; Indels 3; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

MIIMIIIMIIIIIMIIMIIIMIIIMIMIIIIMIMIMMIIIIIIIIIM 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I I I I I I I I I M I I I I I I I I M I I I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I M I I I 

Db 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IMIIMMIMMIIMIIIIIMI I I M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 180 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIMIMIIIIIIIIIIIIIIIIIMI lllllllll IMIIIIIIII lllllll 

Db ' 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MIIMIIMMMIIIIIIIIIIIIIIIIIIIIIIII MM MM M IMMMI 

Db 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGCGCCACCTACCTG 3 00 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA CCAA 3 57 

M M M M M M M M M M M M M M M M M I M M I M IM M M I I M 

Db 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 3 60 

Qy 3 58 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 417 

II I I IIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIIII III MM 

Db 3 51 CTCGACTACTTTGACTACTGGGGCCAGGGAACeCTGGTCACCGTCTCTAGTGeCAGCACC 42 0 

Oy 418 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

M MI MM I MMMMMMM MM MMI M 

Db 421 AAGGGGCCATCCGTCTTCCCCCTGGCGCCCTGCTCCAGGA 4 60 



RESULT 8 



us -10-291-265-48 

Sequence 48, Application US/10291265 
Publication No. US2003 02 32054A1 
GENERAL INFORMATION: 
APPLICANT: Hyseq, Inc. 
APPLICANT: Tang et al 

TITLE OF INVENTION: No. US20030232054Alel Nucleic Acids and Polypeptides 
FILE REFERENCE: 21272-017 (785) 
CURRENT APPLICATION NUMBER: US/10/291,265 
CURRENT FILING DATE: 2000-01-25 
PRIOR APPLICATION NUMBER: 09/491,404 
PRIOR FILING DATE: 2000-01-25 
PRIOR APPLICATION NUMBER: 09/617,746 
PRIOR FILING DATE: 2000-07-17 
PRIOR APPLICATION NUMBER: 0 9/631,451 
PRIOR FILING DATE: 2000-08-03 
PRIOR APPLICATION NUMBER: 09/633,870 
PRIOR FILING DATE: 2000-09-15 
NUMBER OF SEQ ID NOS : 944 

SOFTWARE: FastSEQ for Windows Version 3.0 
SEQ ID NO 4 8 
LENGTH: 1612 
TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE: 
NAME/ KEY: CDS 
LOCATION: (43)., (1464) 
US-10-291-265-48 

Query Match 78.7%; Score 363.8; DB 15; Length 1612; 

Best Local Similarity 87.3%; Pred . No. 4.9e-96; 

Matches 42 0; Conservative 0; Mismatches 37; Indels 24; Gaps 1 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGGCGAG 60 

lllllllllllll Mill I IMIIIIMIIIIIMI Mill IIIIIIIMIilll III 

Db 4 3 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTGCAAGGAGTCTGTGCTGAG 102 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

1 1 1 1 M I 1 1 1 1 1 II 1 1 1 1 1 1 1 1 M M 1 1 1 1 II II 1 1 1 1 1 1 1 II 1 1 1 1 1 lllllll III 

Db 10 3 -GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTGTGAAGATTTCC 162 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 13 0 

^ Illlllll llllllllllllllll II lllllll III lllllllllllll MM 

Db 163 TGTAAGGGCTCTGGATACAGCTTTAGCGACTACTGGGTCGCCTGGGTGCGCCAGTCGCCC 2 22 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

I 1 1 1 II I M 1 1 II II 1 1 II I II I II 1 1 II I M I II 1 1 II II 1 1 II II 1 1 1 1 M II 

Db 2 23 GACAAAGGCCTGGCGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGGTAC AGC 2 82 

Qy 241 GCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 300 

IIIIIIIIIIIMIIMIIIIIIIMIIIilllllllllllMIIIIIIIIIIIIIIIII 

Db 2 83 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 342 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAG 35 2 

IMIIIM IIIIIIMII IIIIIIIIIIIIIIIIIMII IIIIIIMM 

Db 34 3 CAGTGGAGTAGCCTGAAGGACTCGGACACCGCCATGTATTATTGTGCGAGAGGTGCCCGA 4 02 



Qy 3 53 ACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 3 96 

MM I M Ml MMMI M Ml MM 

Db 4 03 GGAACCGCGCCCTCCTACCACTACTACGGTTTAGACGTCTGGGGGAGAGGGACCTCGGTC 4 62 

Qy 3 97 ACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAG 4 56 

IIMMIIMMIMIMMMIMIIIMMIIMIMIMIIMMMIMMIMII 

Db 4 63 ACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAG 52 2 

Oy 457 A 457 

I 

Db 523 A 523 



RESULT 9 

US-10-656-769-15 

Sequence 15, Application US/10656769 
Publication No. US2004 0097712A1 
GENERAL INFORMATION: 



APPLICANT 



Varnum, Brian 



APPLICANT: Witte, Alison 
APPLICANT: Vezina, Chris 
APPLICANT: Wong, Lu Min 
APPLICANT: Qian, Xueming 

TITLE OF INVENTION: Therapeutic Human Anti-IL-IR Monoclonal Antibody 
FILE REFERENCE: 01,1554 

CURRENT APPLICATION NUMBER: US/lO/656 , 769 
CURRENT FILING DATE: 2003-09-05 
NUMBER OF SEQ ID NOS:-79 
SOFTWARE: Patentin version 3.0 
SEQ ID NO 15 
LENGTH: 411 
TYPE: DNA 

ORGANISM: Homo Sapiens 
US-10-656-7'69-15 

Query Match 77.4%; Score 357.4; DB 16; Length 411; 

Best Local Similarity 94.1%; Pred. No. 3.1e-94; 

Matches 383; Conservative 0; Mismatches 21; Indels 3; Gaps 1 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

MMMMIMMMIMMMMMMMIIIIMIIIIMMMMMMMMMII 

Db 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IMMIIM MilllllMIMMMIMIIIIMIIIIIIMMMMMMIIMII 

Db 61 GTGCAGCTGATGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IMMIIMIMIIMIIMMM M II M II I II I II M M M M M I II M II 

Db 121 TGTAAGGGTTCTGGATACAGCTTTTCCTTCCACTGGATCGCCTGGGTGCGCCAGATGCCC 18 0 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIMIIIIIIMIIMIIM IIIIMIII II MMMI IIIIIIIIIM MMMI 

Db 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCCATCCTGGTGCCTCTGATACCAGATACAGC 24 0 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IMIMIMMMMMMMMMMMMIMMM MM MM II Mill II I 



Db 



2 41 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCAACAGCGCCACCTACCTG 3 0 0 



Qy 

Db 

Qy 

Db 



3 b 1 CAGTGGAGC AGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA CCAA 3 5 7 

IIIIIIIIIMIIIMIIIIIIIIIIIIIIIMIIIIIII IMIIIIIM I II 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACAAAGGGAA 3 6 0 

358 CTGGGCCTCTTTGAGTACTGGGGCCAGGGAACCCTGGTCACCGTCTC 4 04 

II I I IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 
3 61 CTCGAGTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTC 4 0 7 



RESULT 10 

US -09 -822 -83 OA- 595 

Sequence 595, Application US/09822830A 
Patent No. US20020 142 952A1 
GENERAL INFORMATION: 
APPLICANT: Genetics Institute, Inc. 
APPLICANT: Wong, Gordon G. 
APPLICANT: Clark, Hilary 
APPLICANT: Fechtel, Kim 
APPLICANT: Agostino, Michael J. 
APPLICANT: Howes, Steven H. 
APPLICANT: Resnick, Richard J. 
APPLICANT: Gulukota, Kamalakar- 
APPLICANT: Graham, James R. 

TITLE OF INVENTION: POLYNUCLEOTIDES ENCODING NOVEL SECRETED PROTEINS 
FILE REFERENCE: GIN 6402 

CURRENT APPLICATION NUMBER: US/ 0 9/ 822 , 83 OA 
CURRENT FILING DATE: 2001-03-29 
PRIOR APPLICATION NUMBER: 60/195,604 
PRIOR FILING DATE: 2000-04-06 
NUMBER OF SEQ ID NOS : 631 
SOFTWARE: Patent In Ver. 2.0 
SEQ ID NO 595 
LENGTH: 1590 
TYPE : DNA 

ORGANISM: Homo sapiens 
US-09-822-830A-595 



Query Match 77.2%; Score 356.6; DB 9; Length 1590; 

Best Local Similarity 87.0%; .Pred. No. 6.2e-94; 

Matches 408; Conservative 0; Mismatches 49; Indels 12; Gaps 



1; 



Qy 

Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIIIII IIIIIIIIMIIIII 
5 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAGGGAGTCTGTGCCGAG 110 



Qy 

Db 

Qy 

Db 

Qy 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

III Mill III Mill llllll IMIIIII I II III III III! Mill II lllllll 

111 GTGAAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGACTCTCTGACGATCTCC 170 
121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

Illlllll IIIIIIIIIIMM I I IMMIMM MM lllllllllllllll 

171 TGTAAGGGCTCTGGATACAGCTTCCGCAGTTACTGGATCGCCTGGGTGCGCCAGATGCCC 2 3 0 
181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

III II I III 1 1 III Ml III Ml Mill Illlllll Illlllll MM MUM 



Db 231 GGGAAAGGCCTGGAGTGGATGGGAATCATTTATCCTGGGGACTCTGACACCAAATACAGT 2 90 

Qy 24 1 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCGTACCTG 3 00 

mill III IIIIIIIIMIIIIIIIII IIIMIIIM II IIIIIIIMIIII 

Db ' 2 91 CCGTCCGCCCACGGCCAGGTCACCATCTCAGTCGACAAGTCCGTCGCGACCGCCTACCTG 3 50 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACT- 3 59 

IIIMI IIIIIIMIIIilMIIIIIIIIMIIIIIIIIIIIIIIII III I 

Db 3 51 CAGTGGCGGAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGACGAACCCCTTT 410 

Qy 36 0 GGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA 4 08 

i IIIMI Illlllll II II lllll Mill III 

Db 411 CACAGCGGGAGTTTCGCCTTTGATACTTGGGGCCAAGGGACATCGGTCATTGTGTCTTCA 4 70 

Qy 409 GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

illlMIIMIIIIIIIIIMIIIIIIIIIIMIIMIIIIMIIIIII 

Db 471 GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 519 



RESULT 11 

US -09- 918-995-164 82 

; Sequence 16482, Application US/09918995 

; Publication No. US20030073623A1 

; GENERAL INFORMATION: 

; APPLICANT: Hyseq, Inc. 

; TITLE OF INVENTION: NOVEL NUCLEIC ACID SEQUENCES OBTAINED 

TITLE OF INVENTION: FROM VARIOUS cDNA LIBRARIES 
; FILE REFERENCE: 20411-756 

CURRENT APPLICATION NUMBER: US/09/918 , 995 

CURRENT FILING DATE: 2001-07-30 

PRIOR APPLICATION NUMBER: US/09/235,076 
; PRIOR FILING DATE: 1999-01-20 
; NUMBER OF SEQ ID NOS : 38054 

SOFTWARE: FastSEQ for Windows Version 3.0 
; SEQ ID NO 16482 
LENGTH: 441 
TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE : ^ 

NAME/KEY: misc feature 
LOCATION: (1) . . - (441) 
OTHER INFORMATION: n = A,T,C or G 
US 09-918-995-16482 

Query Match 75.2%; Score 347.2; DB 10; Length 441; 

Best Local Similarity 94.0%; Pred. No. 3e-91; 

Matches 374; Conservative 0; Mismatches 18; Indels 6; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIIIIIIIIIIMIMIIIMIIIMIMIIIII llllllllllllllllllllll 

Db 44 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGCTCTCCAAGGAGTCTGTGCCGAG 103 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I IIMIIIIIIIIIIMIIIMIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Db 104 TTCCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 163 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 



Db 



164 TGTAAGGGTTCTGGATACAGCTTTACCAATTACTGGATCGGCTGGGTGCGCCAGATGCCC 2 2 3 



Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IMIIIMIIMIIIIIIIIMIIi lll.l III III llllll IIMIII III IIMIII 

Db 2 24 GGGAAAGGCCTGGAGTGGATGGGGACGATCTATCCTGGTGACTCTGATACCAGATACAGC 2 83 

Qy ■ 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIMMIIIIIIMIIIIIMIIIIIMIIIIIIIIMIIIIIIIIIMIIIIMM 

Db 2 84 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 34 3 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCA 35 6 

IIIIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIMIIIMIMI I ^ 

Db 3 44 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACGAAACTGG 4 03 

Qy 3 57 --ACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCT 3 92 

I II IIMIIIIIIIIMIIIIIIIMMII 

Db 4 04 NGATCGGAGTACTTTGACTACTGGGGCCAGGGAACCCT 441 



RESULT 12 

US-09-822-830A-507 

; Sequence 507, Application US/09822830A 
; Patent No. US20020142952A1 
; GENERAL INFORMATION: 

APPLICANT: Genetics Institute, Inc. 

APPLICANT: Wong, Gordon G. 
; APPLICANT: Clark, Hilary 

APPLICANT: Fechtel, Kim 

APPLICANT: Agostino, Michael J. 
; APPLICANT: Howes, Steven H. 

APPLICANT: Resnick, Richard J. 

APPLICANT: Gulukota, Kamalakar 

APPLICANT: Graham, James R. 

TITTLE OF INVENTION: POLYNUCLEOTIDES ENCODING NOVEL SECRETED PROTEINS 
FILE REFERENCE: GIN 64 02 

CURRENT APPLICATION NUMBER: US/ 0 9/ 82 2 , 83 OA 
; CURRENT FILING DATE: 2001-03-29 

PRIOR APPLICATION NUMBER: 60/195,604 
PRIOR FILING DATE: 2000-04-06 
; NUMBER OF SEQ ID NOS : 631 

SOFTWARE: PatentlnVer. 2.0 
,- SEQ ID NO 507 
LENGTH: 15 7 6 
TYPE: DNA 

ORGANISM: Homo sapiens 
US-09-822-830A-507 



Query Match 74.8%; Score 345.6; DB 9; Length 1576; 

Best Local Similarity 87.4%; Pred. No. .9.9e-91; 

Matches 402; Conservative 0; Mismatches 54; Indels 4; Gaps 2 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

MMMMIMMMMMMMMMMIMMI I II II II I M I I M I II I M 1 1 1 

Db 47 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCCGTTCTCCAAGGAGTCTGTGCCGAA 106 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 



Db 



10 7 GTGCAGCTGGTGCAGTCCGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGCGGATCTCC 16 6 



Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

Ml MIIIIMIIMIII llhlll I III lllll IIIMIIIIIIIIIIIIIII 

Db 167 TGTCAGGGTTCTGGATACACCTTCACCAGTTACCGGATCAGCTGGGTGCGCCAGATGCCC 2 2 6 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIIIIIIMIIIIIIIIIII I II IIIIII lllllll I II I III I 

Db 22 7 GGGAAAGGCCTGGAGTGGATGGGTAAAATTGATCCTGCTGACTCTTACACGTCCTACGAC 2 86 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

Ml IMIIIMIIIII llllllllllll IIIIMMIIIIIIIII lllllllll 

Db 2 87 CCGGCCTTCCAAGGCCACGTCACCATCTCAATTGACAAGTCCATCAGCACTGCCTACCTG 34 6 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGC GAGAGACCAA 3 57 

II III Ml II I lllllll IIIIII II II MM IIIIIM I I III I II 

Db 34 7 CAGTGGAGTAG -CTGAAGGCCTCGGACAGCGCCATTTATTACTGCACGAAGAGCGCTCAC 4 05 

Qy 358 CTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACC 417 

I III IIMMI lllll IIIIIIIIIIIMIMIMIIIIIIIIIII 

Db 4 06 GTATTACGATATTTTGACTGGGGTCAGGGGACCCTGGTCACCGTCTCCTCAGCCTCCACC 4 65 

Qy 418 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

IIIIIIIIMIIIIIIIIMIMIIIIIIIMIIIIIIII 

Db 4 66 AAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 505 



RESULT 13 
US-10-226-615-1 

; Sequence 1, Application US/10226615 
; Publication No. US20030138421A1 
; GEMEI^.L INFORMATION: 

; APPLICANT: van de Winkel, Jan G.J. 

APPLICANT: van Dijk, Marcus Antonius 

APPLICANT: . Gerritsen, Arnout F. 

APPLICANT: Schuurman, Janine 

APPLICANT: Baadsgaard, Ole 
; TITLE OF INVENTION: HUMAN ANTIBODIES SPECIFIC FOR INTERLEUKIN 15 (IL-15) 

FILE REFERENCE: GMI-02 4 
; CURRENT APPLICATION NUMBER: US/lO/226 , 615 

CURRENT FILING DATE: 2002-08-23 

PRIOR APPLICATION NUMBER: US 60/314,731 

PRIOR FILING DATE: 2001-0 8-23 
; NUMBER OF SEQ ID NOS : 4 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 1 

LENGTH: 3 90 

TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE : 
NAME/KEY: CDS 
LOCATION: (1) ... (390) 
US-10-226-615-1 



Query Match 74.7%; Score 345.2; DB 15; Length 390; 

Best Local Similarity 94.6%; Pred. No. l.le-90; 



Matches 369; Conservative 0; Mismatches 18; Indels 3; Gaps 



Qy 5 8 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATC 117 

IIIIIMIIIIIIIMMIIMIIIMIIIIIIMIIIIIMIMIIIMIMIIIIIII 

Db 1 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATC 6 0 

Qy 118 TCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATG 17 7 

1 1 1 1 M I M I I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I 

Db 61 TCCTGTAAGGTTTCTGGATACTTCTTTACCACCTACTGGATCGGCTGGGTGCGCCAGATG 12 0 

Qy 17 8 CCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATAC 23 7 

MM I II III II III MM MIIIMIMIIIMIIMMIMIMIMIIII MM 

Db 121 CCCGGGAAAGGCCTGGAGTATATGGGGATCATCTATCCTGGTGACTCTGATACCAGATAC 180 

Qy 23 8 AGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAC 2 97 

IMIIII MIMIMIIMIMIIIIMIIIIIIIIMIIMIIIMIIMIMIIIIII 

Db 181 AGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAC 24 0 
Qy 2 98 CTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

IMMIIMIMIMIIMIMIIIIIIIIIIIIIMIIIIMIIIIIIIIIM I 

Db 241 CTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGGGGGT 3 00 

Qy 35 5 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I I I IMIIIMIIMIIIIIIIIIMIIIIIMIIIIIIIIIIIMIMIM 

Db 3 01 AACTGGAACTGCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 3 60 

Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCA 444 

II IIMIIIIIIM Mill IMIIII MM 

Db 361 ACCAAGGGCCCATCGGTCTTCCCCCTGGCA 3 90 



RESULT 14 
LJS-10-374-932-1 

Sequence 1, Application US/10374932 
Publication No. US2 0030235586A1 
GENERAL INFORMATION: 
APPLICANT: van de Winkel , Jan G.J. 
APPLICANT: van Dijk, Marcus Antonius 
APPLICANT: Schuurman, Janine 
APPLICANT: Gerritsen, Arnout F. 
APPLICANT: Baadsgaard, Ole 
APPLICANT: Petersen, Jorgen 

TITLE OF INVENTION: HUMAN ANTIBODIES SPECIFIC FOR INTERLEUKIN 15 (IL-15) 
FILE REFERENCE: GMI-024CP 

CURRENT APPLICATION NUMBER: US/ 10/3 74 , 932 
CURRENT FILING DATE: 2003-02-26 
PRIOR APPLICATION NUMBER: US 60/314,731 
PRIOR FILING DATE: 2001-08-23 
PRIOR APPLICATION NUMBER: US 10/226615 
PRIOR FILING DATE: 2002-08-23 
NUMBER OF SEQ ID NOS : 31 ' 
SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 1 
LENGTH: 3 90 
TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE : 



NAME/ KEY: CDS 
LOCATION : (1) ... (390) 
US-10-374 -932 "1 



Query Match 74.7%; Score 345.2; DB 15; Length 390; 

Best Local Similarity 94.6%; Pred . No. l.le-90; 

Matches 369; Conservative 0; Mismatches 18; Indels 3; Gaps 1 
Qy 5 8 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATC 117 

M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 

Db 1 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATC 60 

Qy 118 TCCTGTAAGGGTTCTGG ATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATG 17 7 

IIIIIIIIIMMIMIIII lllllll IIMIIIIIIIIIMIIIIIIMIIIII 

Db 61 TCCTGTAAGGTTTCTGGATACTTCTTTACCACCTACTGGATCGGCTGGGTGCGCCAGATG 12 0 

Qy 17 8 CCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATAC 23 7 

M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 

Db 121 CCCGGGAAAGGCCTGGAGTATATGGGGATCATCTATCCTGGTGACTCTGATACCAGATAC 180 

Qy 23 8 AGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAC 2 97 

IIIIMIIIIIIIIIIMIIIMMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMIII 

Db 181 AGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAC 240 
Qy 2 93 CTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAG 3 54 

' . IIIMIMIIIIMIMIIIIIMIIIIIIIMIIIMIIIMIIMMIIIII I 

Db 241 CTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGGGGGT 3 00 

Qy 3 55 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I I I MIIIIMIIIIIIIIIIIIMIIIIMIIIMIIMIIIIIIIIIIII 

Db 301 AACTGGAACTGCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 3 60 



Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCA 444 

1 1 1 1 1 1 1 M M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 

Db 361 ACCAAGGGCCCATCGGTCTTCCCCCTGGCA 3 90 



RESULT 15 

US-10-379-741-1 

Sequence 1, Application US/10379741 
Publication No. . US20040071702A1 
GENERAL INFORMATION: 
APPLICANT: van de Winkel, Jan G.J. 
APPLICANT: van Dijk, Marcus Antonius 
APPLICANT: Schuurman, Janine 
APPLICANT: Gerritsen, Arnout F, 
APPLICANT: Baadsgaard, Ole 
APPLICANT: Petersen, Jorgen 

TITLE OF INVENTION: HUMAN ANTIBODIES SPECIFIC FOR INTERLEUKIN 15 {IL-15) 
FILE REFERENCE: GMI-024CP2 

CURRENT APPLICATION NUMBER: US/lO/379 , 741 
CURRENT FILING DATE: 2003-03-05 
PRIOR APPLICATION NUMBER: US 60/314,731 
PRIOR FILING DATE: 2001-08-23 
PRIOR APPLICATION NUMBER: US 10/226615 
PRIOR FILING DATE: 2002-08-23 
NUMBER OF SEQ ID NOS : 31 



SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 1 
LENGTH: 3 90 
TYPE : DNA 

ORGANISM: Homo sapiens 
FEATURE : 
NAME /KEY: CDS 
LOCATION: (1) ... (390) 
US-10-379~741-1 

Query Match 74.7%; Score 345.2; DB 16; Length 390; 

Best Local Similarity 94.6%; Pred. No. l.le-90; 

Matches 369; Conservative 0; Mismatches 18; Indels 3; Gaps 1; 
Qy 5 8 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATC 117 

M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I 

Db 1 GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATC 6 0 

Qy lie TCCTGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATG 177 

Mllllllll IIIIMIIII II 1 1 III Mllllllllllllllllllllllllll 

Db - 61 TCCTGTAAGGTTTCTGGATACTTCTTTACCACCTACTGGATCGGCTGGGTGCGCCAGATG 12 0 

Qy 17 8 CCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATAC 237 

1 1 1 1 1 1 II M 1 1 1 1 M 1 1 1 II I II I MM 1 1 1 1 1 1 1 1 II M 1 1 II 1 1 1 1 1 II I II M 

Db 121 CCCGGGAAAGGCCTGGAGTATATGGGGATCATCTATCCTGGTGACTCTGATAGCAGATAC 180 

Qy 23 8 AGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAC 2 97 

IMIIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIM 

Db .181 AGCCCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTAC 24 0 
Qy 2 98 CTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA GAC 3 54 

IIIIIIIIIMIIIMIIIIIMIMIIIIIIIIIIIMIIIIIMIIMIIM I 

Db 2^1 CTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGGGGGT 3 00 

Qy 355 CAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

I I I II M II I II M M M I II II II 1 1 II M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 

Db 3 01 AACTGGAACTGCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 3 60 

Qy 415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCA 4 44 

IMIIIIIIMMIMIIMIMIIIIIII 

Db 361 ACCAAGGGCCCATCGGTCTTCCCCCTGGCA 3 90 



Search completed: December 3, 2004, 02:43:20 
Job time : 355.212 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd, 

OM nucleic - nucleic search, using sw model 

Run on: December 1, 2004, 12:19:03 ; Search time 2404.82 Seconds 

(without alignments) 
7000.593 Million cell updates/sec 



Title: 



US-08-72 8-4 63B-2 07 



Perfect score: 462 

Sequence: 1 ATGGGGTCAACCGCCATCCT 



CACCCTCCTCCAAGAAGCTT 4 62 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters: 65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45/ summaries 



Database 



EST: * 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb__est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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. 9 
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.4 
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.3 
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5 
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41 
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.4 
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2 
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6 
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AGENCOURT 


44 
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73 
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2 


AW403305 


AW403305 


UI-HF-BKO 
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72 
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2 
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AW402515 


UI-HF-BKO 



ALIGNMENTS 



RESULT 1 
BQ707ilO 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
, TITLE 
JOURNAL 
COMMENT 



linear EST 16-JUL-2002 
CDNA clone IMAGE : 62 80441 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini ; Hominidae; Homo. 



BQ707110 850 bp mRNA 

AGENCOURT_834 98 98 NIH_MGC_113 Homo sapiens 
5 ' , mRNA sequence . 
B0707110 

BQ707110.1 GI:21846009 
, EST . 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 850) 
NIH-MGC http : //mgc .nci . nih. gov/ . 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Dr. Mark Watson 
cDNA Library Preparation: Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Agencourt Bioscience Corporation 
Clone distribution: MGC clone distribution information can be 

found through the I.M.A.G.E. Consort ium/LLNL at: 

http : //image . llnl . gov 

Plate: LLCM2471 row: k column: 02 

High quality sequence stop: 667. 



FEATURES Locat ion/ Qua 1 i f iers 

source 1 - .850 

/organism= "Homo sapiens" 

/mol_type= "mRNA" 

/db__xref ="taxon: 9606" 

/clone="IMAGE : 6280441" 

/lab_host: = "DH10B (phage- resistant ) " 

/clone_lib="NIH_MGC_113" 

/note- "Organ: spleen; Vector: pOTB7 ; Site_l : Xhol; Site_2 : 
EcoRI; cDNA made by oligo-dT priming. Direct ionally cloned 
into EcoRl/XhoI sites using the following 5' adaptor: 
GGCACGAG(G) . Library constructed by Ling Hong in the 
laboratory of Gerald M. Rubin (University of California, 
Berkeley) using ZAP- cDNA synthesis kit (Stratagene) and 
Superscript II RT (Life Technologies). Note: this is a 
NIH_MGC Library." 

ORIGIN 

Query Match 86.5%; Score 399.4; DB 5; Length 850; 

Best Local Similarity 92.1%; Pred. No. 2e-90; 

Matches 421; Conservative ■ 0; Mismatches 36; Indels 0; Gaps 0; 



Qy 


1 


ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 

Mllllll! INI Mill IIIIMIIIIIMMIIIIIMIIMMMIIM III INI 

ATnGGGTCACCCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 


60 


DD 




82 


QY 


61 


GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 

MIIIIIIIMIIMIIIM IIIIMIIIIIIIIMI IIIIIIIIIMM lllllll 

GTGCAGCTGGTGCAGTCTGGGGCAGAGGTGAAAAAGCCGGGGGAGTCTCTGACGATCTCC 


120 


Db 


83 


142 


Qy 


121 


TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 

IIMIIIMIIIMIII IIIIIMII IIMIIIIIIII IIIIIIIIIMIM MM 

TGTAAGGGTTCTGGATATAGCTTTACCAGCTACTGGATCGTCTGGGTGCGCCAGACGCCC 


180 


Db 


143 


202 


Qy 


181 


GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 

MMIIMMIMMMIMMIM IIMIIIMMI IIMIMIMMI MM 1 

GGGAAAGGCCTGGAGTGGATGGGGAGCATCTATCCTGGAGACTCTGATACCAGATACGGT 


240 


Db 


203 


262 


Qy 


241 


CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 

Mlllllll IMMMIIIIIMIMIIMMIIIMMMMIIMMIMIIIIIII 

CCGTCCTTCGAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 


300 


Db 


263 


322 


Qy 


301 


CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 

MMIMIIIIIMIMIIIMIIIIII IIIIMIIMIIMIIIIIIII 1 

CAGTGGAGCAGCCTGAAGGCCTCGGACATCGCCATGTATTACTGTGCGAGACAGAGGGAC 


360 


Db 


323 


382 


Qy 


361 


GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 


420 


Db 


383 


1 1 MM lllllll 1 II III MMMMMMMMMMMMMM 

TACTACATGGACGTCTGGGGCAAAGGGACCACGGTCACCGTCTCCTCAGCCTCCACCAAG 


442 


Qy 


421 


GGCCCATCGGTCTTCCCCCTGGC ACCCTCCTCCAAGA 4 57 

MMMMMMMMMMMMMIMMMMM 

GGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 47 9 




Db 


443 





RESULT 2 
BQ711293 



LOCUS 

DEFINITION. 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



BQ711293 875 bp mRNA linear EST 16-JUL-2002 

AGENCOURT_8 34 998 5 NIH_MGC_113 Homo sapiens cDNA clone IMAGE : 62 8 02 07 
5 ' , mRNA sequence . 
BQ711293 

BQ711293-1 GI:2I850192 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates ; 
1 (bases 1 to 875) 
NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 

Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Dr , Mark Watson 
cDNA Library Preparation: Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Agencourt Bioscience Corporation 
Clone distribution: MGC clone distribution information can be 

found through the I.M.A.G.E. Consort ium/ LLNL at: 

http : //image . llnl . gov 

Plate: LLCM2471 row: a column: 08 

High quality sequence stop: 594. 
Location/Qualifiers 
1. .875 

/organism^ "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/clone= "IMAGE : 62 802 07" 
/lab_host="DH10B (phage-resistant ) " 
/clone_lib="NIH_MGC_113 " 

/note="Organ: spleen; Vector: pOTB7; Site_l: Xhol; Site_2 : 
EcoRI; cDNA made by oligo-dT priming, Directionally cloned 
into EcoRl/XhoI sites using the following 5' adaptor: 
GGCACGAG(G) . Library constructed by Ling Hong in the 
laboratory of Gerald M. Rubin (University of California, 
Berkeley) using ZAP-cDNA synthesis kit (Stratagene) and 
Superscript II RT (Life Technologies) . Note: this is a 
NIH_MGC Library. " 



ORIGIN 



Query Match 85.9%; Score 396.8; DB 5; Length 875; 

Best Local Similarity 92.2%; Pred. Mo. 8.9e-90; 

Matches 435; Conservative 0; Mismatches 22; Indels 15; 



Gaps 



1; 



Qy 
Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIMIMIMIIIIIIIIIIIIIMIMIMIIIIIIIIIIIIMIIIIIMMIMIII 

2 8 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 8 7 



Qy 



Db 



6 1 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIMJMIIIIIIIIIIIIIIIIIIIMIIIIIIIII IIIIIMIIIIIIMIIIIII 

8 8 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGAGTCTCTGAAGATCTCC 14 7 



Qy 



121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

IIIIIIIIIIIMIIIIIII llllll I IIIIIIIIIIIIIMIIIIIIIIIIIMI 



Db 14 8 TGTAAGGGTTCTGGATACAGTTTTACCAGTCACTGGATCGGCTGGGTGCGCCAGATGCCC 207 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIIIIIMIIIIIIMIIIIIIIIIIIMIIIIIIIIMMMMM llllillll 

Db 2 08 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACGACATACAGC 267 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIIIMIIIIIIIIillllllllllllllllllllllM IIMIIIIIIII 

Db 26 8 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGTCGACAAGTCCATCAATACCGCCTACCTG 32 7 
Qy 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA 3 53 

Mill MM IIIIIIIIIIIIMIIIIMIMIIIIII IMIIIIII I 

Db 32 8 GAGTGGCGCAGTCTGAAGGCCTCGGACACCGCCATGTATTATTGTGCGAGACATCTCAGA 3 87 

Qy 354 CCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 0 5 

Mill I I I I I I I I I I II I I I I I I I I II II I II II I I I I II I I I I 

Db 38 8 CCTGCTACTCAACTCCAACCTTTTGACCACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 44 7 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIII 

Db 44 8 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 99 

RESULT 3 
BQ710635 

LOCUS BQ710635 921 bp mRNA linear EST 16-JUL-2002 

DEFINITION AGENCOURT_84 7 50 0 2 NIH_MGC_113 Homo sapiens cDNA clone IMAGE : 63 01375 

5 ' , mRMA sequence. 
ACCESSION BQ710635 

VERSION BQ710635.1 GI: 21849534 

KEYWORDS EST. 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostbmi ; 
Mammalia; Eutheria; Primates; Catarxhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 921) 

AUTHORS NIH-MGC http://mgc.nci.nih.gov/. 

TITLE National Institutes of Health, Mammalian Gene Collection (MGC) 

JOURNAL Unpublished (1999) 
COMMENT Contact: Robert Strausberg, Ph.D. 



Email: cgapbs-r@mail.nih.gov 
Tissue Procurement: Dr. Mark Watson 
cDNA Library Preparation: Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Agencourt Bioscience Corporation 
Clone distribution; MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http : //image . llnl . gov 
Plate: LLCM2517 row: c column: 08 
High quality sequence stop: 662. 
FEATURES Location/Qualifiers 
source 1 . . 92 1 

/organism= "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref="taxon: 96 06" 
/clone= "IMAGE: 63 013 75" 
/lab_host="DH10B (phage-resistant) " 



/clone lib=" NIH_MGC_1 13" 

/note- "Organ: spleen; Vector: pOTB7; Site_l : Xhol; Site_2 : 
EcoRI; cDNA made by oligo-dT priming. Direct ional ly cloned 
into EcoRl/XhoI sites using the following 5' adaptor: 
GGCACGAG{G). Library constructed by Ling Hong in the 
laboratory of Gerald M. Rubin (University of California, 
Berkeley) using ZAP-cDNA synthesis kit (Stratagene) and 
Superscript II RT (Life Technologies). Note: this is a 
NIH_MGC Library." 

ORIGIN 

Query Match 85.9%; Score 396.8; DB 5; Length 921; 

Best Local Similarity 92.2%; Pred . No. 9e-90; 

Matches 435; Conservative 0; Mismatches 22; Indels 15; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

1 1 1 1 I 1 1 1 1 1 1 I M 1 1 1 1 M 1 1 M I ! 1 1 M I 1 1 1 1 1 1 1 i 1 1 M 1 1 1 M 1 1 1 1 1 1 1 1 1 I M 

Db 3 0 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 8 9 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

1 1 1 1 M 1 1 1 1 1 I M 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db . 90 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGAGTCTCTGAAGATCTCC 14 9 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

' llllllllllllllllllll llllll I IMIIIIIilllllllllllMIIIIIII 

Db 150 TGTAAGGGTTCTGGATACAGTTTTACCAGTCACTGGATCGGCTGGGTGCGCCAGATGCCC 209 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIMIIIIIMIIIIIIIIMMIIIIIilMIIIMNIIIIIIIIMI IIIMMM 

Db 210 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACGACATACAGC 269 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCGTACCTG 3 00 

IIIIIIIIMIIIIMIIIIIIIIIIIIIII llllllllllllll llllllllllll 

Db 270 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGTCGACAAGTCCATCAATACCGCCTACCTG 329 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA 353 

IMM IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII II Mill II I 

Db 330 GAGTGGCGCAGCCTGAAGGCCTCGGACACCGCCATGTATTATTGTGCGAGACATCTCAGA 38 9 
Qy 3 54 CCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

Mill I MMIII IIMIIIIIIIIIMIIIMIIIIMI III 

Db 3 90 GCTGCTACTCAACTCCAACCTTTTGACTCCTGGGGCCAGGGAACCCTGGTCACCGTTTCC 44 9 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIIIIIIIIIIIIMIIMIIIMIIIMIIMIIIIMIIIIIIIIIIII 

Db 45 0 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 5 01 



RESULT 4 
BM920470 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 



3M920470 1114 bp mRNA linear EST 12-MAR-2002 

AGENCOURT_67 0 962 8 NIH_MGC_122 Homo sapiens cDNA clone IMAGE : 5750445 
5 ' , mRNA sequence . 
BM920470 

BM920470.1 GI:19370849 
EST. 

Homo sapiens (human) 



ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



Collection (MGC) 



Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 1114) 
NIH-MGC http r //mgc . nci .nih.gov/ . 
National Institutes of Health, Mammalian Gene 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Life Technologies, Inc. 
cDNA Library Preparation: Life Technologies, Inc. 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Agencourt Bioscience Corporation 
Clone distribution: MGC clone distribution information can be 

found through the I.M.A.G.E. Consort ium/LLNL at: 

http : // image . llnl . gov 

Plate: LLAM12781 row: g column: 22 
High quality sequence stop: 736. 

Location/Qualifiers 

1. .1114 

/organism="Homo sapiens" 
/mol_type= "mRNA" ^ 
/db_xref ="taxon: 9606" 
/clone=" IMAGE : 575044 5" 
/lab__host = "DH10B" 
/clone_lib- "NIH_MGC_122 " 

/note="Organ: pooled lung and spleen; Vector: pCMV-SP0RT6; 
Site_l: NotI; Site_2: EcoRV (destroyed); RNA source 
anonymous pool of 24 week female lung, 16 week female 
spleen, and 20-22 week male spleens. Library is oligo-dT 
.primed and directionally cloned (EcoRV site is destroyed 
upon cloning). Average insert size 1.4 kb, insert size 
range 1-3 kb. Library is normalized and enriched for 
full-length clones and was constructed by C. Gruber 
(Invitrogen) . Research Genetics tracking code 026. Note: 
this is a NIH_MGC Library." 



ORIGIN 



Query Match 85,9%; Score 3 96.8; DB 4 ; Length 1114; 

Best Local Similarity 92.9%; Pred . No. 9.3e-90; 

Matches 416; Conservative 0; Mismatches 32; Indels 0; 



Gaps 



0; 



Qy 


1 


Db 


69 


Qy 


61 


Db 


129 


Qy 


121 


Db 


189 


Qy 


181 


Db 


249 



IIIIIIIIIIMIIIIIIIIIIMIMIIIIIIIIIMIIIIMIIIIIIIIIIMIM 



lllllllllll 



Mllllllll 



lllllllllllllllllllll 



II IIIIIIIIM 



IIIIIIIIMIIIIIIII 



llllllllll 



IIIIIIIMMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIII 



III 



1 



Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

1IIIIIIIIIMIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIIIIIMIIIIII 

Db 30 9 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 68 

Qy 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 36 0 

lllllllllllllllllllllllllllllllllllllllllllllllllll I I I 

Db 3 6 9 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGAGGG 4 2 8 

Qy 361 GGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCCACCAAG 42 0 

I I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I 

Db 42 9 GCTGGATTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGGGAGTGCATCC 4 88 



Qy 421 GGCCCATCGGTCTTCCCCCTGGCACCCT 44 8 

I MM I I MMIMI I Ml 

Db 48 9 GCCCCAACCCTTTTCCCCCTCGTCTCCT 516 



RESULT 5 
BG685604 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE. - 
ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



BG685604 795 bp mRNA linear EST OI-MAY-2001 

602637582F1 NIH__MGC__4 8 Homo sapiens cDNA clone IMAGE : 4765028 5', 
mRNA sequence. 
BG685604 

BG68S604.1 GI:13917001 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Eut.eleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 795) 

NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov , 

Tissue Procurement: Louis M. Staudt, M.D. , Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics,, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http : //image . llnl .gov 
Plate: LLCM1623 row: d column: 21 
High quality sequence stop: 789. 
Location/Qualifiers 
1. .795 

/organism^ "Homo sapiens" 
/ mo 1 _ t yp e = " mRNA " 
/db_xref-"taxon: 9606" 
/clone="IMAGE :4765028" 

/tissue_type=: "primary B-cells from tonsils (cell line) " 
/lab_host="DH10B (phage-resistant ) " 
/ c 1 one_l i b = " N IH_MGC_4 8 " 

/note= "Organ: B-cells ; Vector: pOTB7; Site_l : Xhol; 
Site__2 : EcoRI; cDNA made by oligo-dT priming. 
Directionally cloned into EcoRl/XhoI sites using the 



following 5' adaptor: GGCACGAG(G). Size- selected >500bp 
for average insert size 1.8kb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University of 
California, Berkeley) using ZAP-cDNA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies). 
Note: this is a NIH_MGC Library," 



ORIGIN 



Query Match 84.2%; Score 389.2; DB 4; Length 795; ' 

Best Local Similarity 90. '8%; Pred. No. 7.4e-88; 

Matches 434; Conservative 0; Mismatches 23; Indels 21; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

I I M 1 1 1 1 1 1 1 1 1 1 1 1 I M M 1 1 1 1 1 1 1 1 1 1 1 1 M I 1 1 1 1 1 1 1 1 1 1 1 1 { i 1 1 1 1 1 1 1 1 1 1 

Db 3 7 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 96 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

Db 97 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 156 , 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIIIIIIIIIIIIIIIIIIIIMIIII IIIIIIIIIIIIIMMIIIIIIIIIIIIII 

Db 157 TGTAAGGGTTCTGGATACAGCTTTACCAACTACTGGATCGGCTGGGTGCGCCAGATGCCC 216 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIMIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIIIIIIM IIMII Mlllll 

Db 217 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTAATACCAGATACAGC 2 76 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCGTACCTG 3 0Q 

IIIIMIIII IIMII IIMII II IIIMIIMIIIIMIIIII IIIIIMMIII 

Db 277 CCGTCCTTCCAAGGCCAGGTCATTATTTCAGCCGACAAGTCCATCAGTACCGCCTACCTG 336 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA 3 51 

I MIIIIIIMIIIMIIMIMIIIIIIIIIIIIIIIIIIMIIIIII 

Db 33 7 CTATGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGGGAGACATGGTGGT 3 96 
Qy 352 GACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACC 3 99 

I I II I IIMII IIMMIIIIIIIIIIII IIMII 

Db 3 97 TACTATGATTCGGGGACCCCCGACTACATTGACTCCTGGGGCCAGGGAACCCTAGTCACC 456 

Qy 4 00 GTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

IIIIIIIIMIIIIIIIMMMIIIIIIIIIIIIIIIIIIIIIIIIMIIMIMII 

Db 4 57 GTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA. 514 



RESULT 6 
BQ711534 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



BQ711534 994 bp 

AGENCOURT_8 2 92 330 NIH_MGC_113 Homo 
5', mRNA sequence. 
BQ711534 

BQ711534 .1 Gl:2185 04 33 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 



mRNA linear EST 16-JUL-2002 
sapiens cDNA clone IMAGE : 628083 9 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



1 (bases 1 to 994) 
NIH-MGC http : //mgc . nci ,nih .gov/ . 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail-nih.gov 

Tissue Procurement: Dr. Mark Watson 
cDNA Library Preparation: Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Agencourt Bioscience Corporation 
Clone distribution: MGC clone distribution information can be 

found through the I.M.A.G.E. Consort ium/LLNL at: 

http : // image . 1 Inl . gov 

Plate: LLCM2472 row : k coLumn : 16 

High quality sequence stop: 4 98. 
Location/Qualifiers 
1. .994 

/organism= "Homo sapiens" 
/ mo l_t yp e - " mRNA " 
/db_xref ="taxon: 9606" 
/clone="IMAGE : 6280839" 
/lab_host="DH10B (phage-resistant) " 
/clone_lib= "NIH_MGC_113 " 
/note= "Organ: spleen; Vector: pOTB7; 
EcoRI; cDNA made by oligo-dT priming 
into EcoRl/XhoI sites using the following 5' adaptor: 
GGCACGAG(G) . Library constructed by Ling Hong in the 
laboratory of Gerald M. Rubin (University of California, 
Berkeley) using ZAP-cDNA synthesis kit (Stratagene) and 
Superscript II RT (Life Technologies) . Note: this is a 
NIH_MGC Library." 



Site_l: Xhol; Site_2 : 
Directionally cloned 



ORIGIN 



Query Match 83.4%; Score 385.2; DB 5; Length 994; 

Best Local Similarity 91.0%; Pred. No. Be -87; 

Matches 424; Conservative 0; Mismatches 33; Indels 9; Gaps 



1; 



Qy 



Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIIIIIIIIIIIIIIIMIIIIIIMMIIIIIIINMIMMMIIIIIIIIIIIII 

2 0 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 7 9 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

llllllll'll I I Mill III IIIIIMIIIIIIIMIIIIIIIIIMIIIIIIIIIII 

8 0 GTGCAGCTGGCGCAGTCTGGAACAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 13 9 

121- TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

Mlllll IIIIIIIIIMI Mill IIIIIIIIIIIIIIIIIIIIIIMM MM 

14 0 TGTAAGGCTTCTGGATACAGATTTACGACCTACTGGATCGGCTGGGTGCGCCAGAAGCCC 199 

I 8 1 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

III IIMIIMIIIIIIIIMIIIIMM llllll IIMIIIIIIMM IIIIIM 

2 00 GGGGAAGGCCTGGAGTGGATGGGGATCATCCATCCTGCTGACTCTGATACCAGATACAGC 25 9 

241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

I I llllll I Mill II I llllllll llllll llllll IIIIIM lllllllllllll 

260 CAGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAACTCCATCACCAGCGCCTACCTG 319 



Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA 3 51 

mill II II MM! lllllllll Mill mill IIMMIIIII 

Db 3 20 CAGTGGGACAACCTGCAGGCCTCGGACAGCGCCATGTATTACTGTGCGAGACAGGGGGGG 3 79 

Qy 3 52 GACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCC 411 

II I I lllllllll lllllllllllllll III lllllllllll mil 

Db 3 80 GATGATGACGACTTCTTTGACTCCTGGGGCCAGGGAACGCTGCTCACCGTCTCCGCAGCC 4.3 9 

Qy 412 TCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 5 7 

iiiiiiiiiiiiiimmiiiiiiiiiiiiiiiiiiiiimii 

Db 44 0 TCCACCAAGGGCCCATCGGTCTTCCCGCTGGCACCCTCCTCCAAGA 4 85 



RESULT 7 
AW630043 

LOCUS AW630043 584 bp mRNA linear EST 31-MAR--2000 

DEFINITION hh74e04.yl NCI_CGAP_GU1 Homo sapiens cDNA clone IMAGE : 2968542 5' 

similar to gb:M87789 IG GAMMA-1 CHAIN C REGION (HUMAN);, mRNA 

sequence. 
ACCESSION AW63 0 04 3 

VERSION AW630043.1 GI:7376833 

KEYWORDS EST . 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 5 84) 

AUTHC:^3 NCI-CGAP http://www.ncbi.nlm.nih.gov/ncicgap. 

TITLE ^ National Cancer Institute, Cancer Genome Anatomy Project (CGAP) , 

Tumor Gene Index 
JOURNAL Unpublished (1997) 
COMMENT Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Chris Moskaluk, M.D., Ph.D., Michael R. 
Hmmert-Buck, M.D., Ph.D. cDNA Library Preparation: Life 
Technologies, Inc. cDNA Library Arrayed by: Chris ta Prange, The 
I.M.A..G.E. Consortium DNA Sequencing by: Washington University 
Genome Sequencing Center 

Clone distribution: NCI-CGAP clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
image . llnl . gov/ image /html/ iresources . shtml 
Seq primer: -4 0RP from Gibco 
High quality sequence stop: 437. 
FEATURES Location/Qualifiers 
source 1. .5 84 

/organism="Homo sapiens" 

/mo l_type = " mRNA " 

/db_xref - " t axon : 9 6 0 6 " 

/clone= " IMAGE : 2968542 " 

/tissue_type="2 pooled high-grade transitional cell 
tumors " 

/lab_host-"DH10B" 

/ c 1 one_l i b = " NC I_CGAP_GU1 " 

/note= "Organ : genitourinary tract; Vector: pCMV-SPORT6; 
, Site_l: Sail; Site_2 : NotI; Cloned unidirect ionally . 
Primer: Oligo dT. Library constructed by Life 
Technologies . " 



ORIGIN 



Query Match 82.9%; Score 3 82.8; DB 2; Length 584; 

Best Local Similarity 90.4%; Pred . No. 2.9e-86; 

Matches 424; Conservative 0; Mismatches 33; Indels 12; Gaps 1; 

Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIIMMIIMIIIIIIIIIIIIIIMIMIIMIIIIIMIIIMIIIIIMMIIII 

Db 3 6 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 95 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

I 1 1 I 1 1 { 1 1 1 1 1 M 1 1 I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 

Db 9 6 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 155 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

III lllllllllllllll II III I IIIIIIMII lllllllllllllllllll 

Db 15 6 TGTGAGGGTTCTGGATACATCTTTAACAACTACTGGTTCGCCTGGGTGCGCCAGATGCCC 215 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

Mi IIIIIIIIIIMMII III lllllllllllllllllllllllllll lllllll 

Db 216 GGGGAAGGCCTGGAGTGGATAGGGGTCATCTATCCTGGTGACTCTGATACCAGATACAGC 2 75 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IINMIIIIMIIIII IIIIIIIMMII IIIIMUIII Mlllllllllll M 

Db 27 6 CCGTCCTTCCAAGGCCAAGTCACCATCTCAGTCGACAAGTCCACCAGCACCGCCTACTTG 33 5 

Qy 3G1 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACC 355 

IIIIIIMMIIIIIMIIIIIIMIIIMIIIII IIMMIIIIMIIII II 

Db 33 6 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATATATTACTGTGCGAGAGCCCGTGGC 3 95 

Qy 3 56 -AACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA 4 08 

I I llllllll III IIIIIIIM IIIIIIIIIIIIIIIIIIM 

Db 3 96 CTGNGCGGAGGATACTACTTTGACTCCTGNGGCCAGGGAGCCCTGGTCACCGTCTCCTCA 455 

Qy 40 9 GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 . 

II IIIIIIMIIIIMIII llllllllllllll MM Mill II 

Db 4 56 GCTTCCACCAAGGGCCCATCCGTCTTCCCCCTGGCGCCGTGCTCCAGGA 5 04 



RESULT 8 
CD683913 
LOCUS 

DEFINITION 
ACCESS ION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
COMMENT 



CD683913 _ 672 bp mRNA linear EST 25-JUN-2003 

EST433 human nasopharynx Homo sapiens cDNA, mRNA sequence. 
CD683913 

00663913. 1 01:32198411 ■ 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 {bases 1 to 672) 

Liu,X--Q., Zhou,Y., Zhang, L. -J,, Xu,H., Chen,H.-K., Pan,Z.-G. and 
Zeng, Y. -X. 

Transcriptional Gene Expression Profile of Human Nasopharynx 
Unpublished (2 003) 
Contact : YiXin Zeng 
Cancer ' Center 



Sun Yat-sen University 

651 DongFeng Road East, GuangZhou 510060, China 
Tel: 86-1380-9770-743 
Fax : 86-20-8775-4506 
Email: yxzeng@gzsums . edu - cn . 
FEATURES Location/Qualifiers 
source 1. .672 

/organism= "Homo sapiens" 

/ mo l_t yp e = " mRNA " 

/db_xref ="taxon: 9606" 

/tissue_type= "normal nasopharynx" 

/clone_lib= "human nasopharynx" 

/note="ESTs generated from a normal nasopharynx cDNA 
library from southern Chinese" 

ORIGIN 

Query Match 82.3%; Score 3 80.4; DB 6; Length 672; 

Best Local Similarity , 90.3%; Pred. No. l-2e-85; 

Matches 421; Conservative 0; Mismatches 36; Indels 9; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

lllllllllllllllllllirilMMIIIIIIIMIMIIIIMIIIIIIIIIIIIIM 

Db 8 6 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 14 5 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

, lllllllllll lllllllllll IIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIII 

Db 14 6 GTGCAGCTGGTACAGTCTGGAGCCGAGGTGAAAAAGGCCGGGGAGTCTCTGAAGATCTCC 2 05 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

MINI i mil Ml I MINI III IIIMIIIIIIMMIIIIIIIIIIII 

Db 2 06 TGTAAAGTCTCTGGATACAACTTTATCACCTATTGGATCGGCTGGGTGCGCCAGATGCCC 2 65 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIMIMIIIIIIIIIIIIMIIIMMIIMIIIMMIIIIIIIII III Mlllll 

Db 2 66 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATCCCAGATACAGC 32 5 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

II {MIIIIIIIMIIIIIIIIMIIIII IIIIIIIMIIIIMIIIIIIIMIM 

Db 32 6 CCATCCTTCCAAGGCCAGGTCACCTTCTCAGTGGACAAGTCCATCAGCACGGCCTACCTG 3 85 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IMIIIMMMIIIMIIIIIIIIIIIIIIIIMIIIII lllllllll III 

Db 3 86 CACTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTATTGTGCGAGACCCCACGGT 445 
Qy 3 6 1 - GGCCTC - TTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCC 411 

Ml II MM! IIIMMI II II Mill IIMIi llllll 

Db 44 6 GGCTTCGAAAATGCTTTTGATATTTGGGGCCAAGGGACAACGGTCATCGTCTCTTCAGCC 505 

Qy 412 TCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

llllll IIMIMIM II llllll IIIIIIM IIIMMI MUM 

Db 5 06 TCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 551 



RESULT 9 
BQ712042 

LOCUS BQ712042 880 bp mRNA linear EST 16-JUL-2002 

DEFINITION AGENCOURT 8351686 NIH_MGC_113 Homo sapiens cDNA clone IMAGE : 6282281 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



ORIGIN 



Euteleostomi ; 
Homo . 



5', mRNA sequence. 
BQ712042 

BQ712 04 2 .1 GI : 218 5 0 941 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrate; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; 
1 (bases 1 to 880) 
NIH-MGC http://mgc.nci-nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpublished (19 9 9) 

Contact: Robert Strausberg, Ph.D, 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Dr. Mark Watson 
cDNA Library Preparation: Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Agencourt Bioscience Corporation 
Clone distribution: MGC clone distribution information can be 

found through the I.M.A.G.E. Consort ium/LLNL at: 

http : / /image . llnl . gov 

Plate: LLCM2476 row: g column: 18 

High quality sequence stop: 471. 
Location/Qualifiers 
1- .880 

/organism= "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref="taxon: 9606" 
/clone="IMAGE: 62 822 81" 
/lab_host="DH10B (phage-resistant ) " 
/clone_lib="NIH_MGC_113" 

/note="Organ: spleen; Vector: pOTB7; Site 1: Xhol; Site_2 : 
EcoRI; cDNA made by oligo-dT priming. Directionally cloned 
into EcoRl/XhoI sites using the following 5' adaptor: 
GGCAGGAG(G) . Library constructed by Ling Hong in the 
laboratory of Gerald M. Rubin (University of California, 
Berkeley) using ZAP-cDNA synthesis kit (Stratagene) and 
Superscript II RT (Life Technologies). Note: this is a 
NIH__MGC Library." 



Query Match 82.3%; Score 380; DB 5; Length 880; 

Best Local Similarity 89.3%; Pred. No. 1.6e-85; 

Matches 432; Conservative 0; Mismatches 25; Indels 27; Gaps 



Qy 
Db 



1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

I M 1 1 1 1 1 M I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 M 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 

2 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 80 



Qy 

Db 

Qy 

Db 



61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMMIINII 

81 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 14 0 

121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIIMIMIIIIIIIIIMIIMIIII IMIIIIIIIIIIIIIIIIMMIIIIIIIII 

141 TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 2 0 0 



Qy 18 1 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIMMIIII IIMII 

Db 2 01 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATGCTGGTGACTCTGATACCAGATACAGT 2 6 0 

Qy 24 1 CCGTCCTTCCAAGGCCAGGTCACCATCTGAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMIII IIIMII MM 

Db 2 61 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAATACCGCCTTCCTG 32 0 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

MMMI MMMMMMMMIMMIMMMMM MMMMM MM 

Db 321 CAGTGGAACAGCCTGAAGGCCTCGGACACCGCCATGTATTTCTGTGCGAGACTCGAAATT 38 0 
Qy 361 G GCCTCTTTGACTACTGGGGCGAGGGAACCCTG 3 93 

I ' ^ I MM MMMMI M Ml I 

Db 3 81 GAAATAGTAGCAGGGGCTCCCATCGACTACGGTATGGACGTCTGGGGCCAAGGGACCGCG 44 0 

Qy 3 94 GTCACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCC 4 53 

MMMMMM MMM MMMIM MMMMM MMIMMM MMMM MM 

Db 441 GTCACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCC 50 0 

Qy 454 AAGA 457 

MM 

Db 501 AAGA 504 

RESULT 10 
BI906125 

LOCUS BI906125 857 bp mRNA linear EST 16-OCT-2001 

DEFINITION 603062533F1 NIH_MGC_118 Homo sapiens cDNA clone IMAGE : 52 11561 5', 

mRNA sequence. 
ACCESSION EI9 0 612 5 

VERSION BI906125.1 GI:16168777 

KEYWORDS EST. 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae ; Homo. 
REFERENCtf 1 (bases 1 to 857) 

AUTHORS NIH-MGC http://mgc.nci.nih.gov/. 

TITLE National Institutes of Health, Mammalian Gene Collection (MGC) 

' JOURNAL Unpublished (199 9) 

COMMENT Contact: Robert Strausberg, Ph.D. 



Email: cgapbs -r@mail . nih . gov 

Tissue Procurement: Life Technologies, Inc. 

cDNA Library Preparation: Life Technologies, Inc. 

cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 

DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http://image.llnl.gov 
Plate: LLAM11531 row: b column: 10 
High quality sequence stop: 738. 
FEATURES Location/Qualifiers 
source 1. .857 

/organism= "Homo sapiens" 
/moI_type=: "mRNA" 
/db_xref ="taxon: 9606" 



/ C 1 one ^ " I MAGE : 5 2 1 1 5 6 1 " 
/t issue_type^ " leukocyte 
/ 1 ab_ho s t = " DH 1 0 B " 
/clone_lib="NIH_MGC_118" 

/note=" Vector ; pCMV-SP0RT6; Site_l: NotI; Site__2: EcoRV 
(destroyed) ; RNA source leukocytes from anonymous pool of 
non-activated adult donors. Library is oligo-dT primed 
and direct ionally cloned (EcoRV site is destroyed upon 
cloning) . Average insert size 1.7 kb, insert size range 
1.2-3.3 kb . Library is normalized and enriched for 
full-length clones and was constructed by C. Gruber 
(Invitrogen) . Research Genetics tracking code 027. Note: 
this is a NIHMGC Library." 

ORIGIN* 

Query Match 82.2%; Score 379.8; DB 4 ; Length 857; 

Best Local Similarity 91.9%; Pred. No. 1.8e-85; 

Matches 418; Conservative 0; Mismatches 22; Indels 15; Gaps 1; 



Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 6 0 

IIIIIIIIIIIIIIMIIIIIIIIMINIMIIIIIIIillllllllllllllllllll 

Db 3 4 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 93. 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIII.MIIIMIIIMIIIIIIMIIIIIIIIIIIIIIIIIJIIIIIIIIIIIIII 

Db . 94 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 15 3 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

MIIMIMMIMIIIIIIIIMIII IMIIIIIIIIIIIIIIIMMIMIMMM 

Db 154 TGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 213 

Qy 131 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIMIIIIIIMIIIIMIIMIMIIjIMIIIIIIIIIIIIIMMIIII Ml MM 

Db 214 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 2 73 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MMMMIMMIMMMMMIMMMMMMMMMMMMMMMMMI 

Db 2 74 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 3 3 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 36 0 

MMMMMMMIMMMMMMMMMMMMMMMMMM M I J I 

Db 3 34 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACACGAGCAG 3 93 ■ 

Qy 361 GGCCT CTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 05 

I M M Ml MMMMMMIMMMMMMMMM 

Db 3 94 TGGCTGGTACGAGGAAGTGGGTTCGACCCCTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 53 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCT 44 0 

MMI MMIMM M M MMM I ' 

Db 4 54 TCAGCACCCACCAAGGCTCCGGATGTGTTCCCCAT 4 88 



RESULT 11 
AW403183 

LOCUS AW403183 489 bp mRNA linear EST 16-FEB-2000 



DEFINITION UI-HF-BKO-aay-c-07-O-UI .rl NIH_MGC_36 Homo sapiens cDNA clone 
IMAGE:3055476 5', mRNA sequence. 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



Craniata; Vertebrata; 
Catarrhini; Hominidae 



Euteleostomi ; 
: Homo . 



AW403183 

AW403183 . 1 GI : 6922047 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
1 (bases 1 to 489) 
NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpub lished (1999) 

Contact: Robert Strausberg, Ph.D. 
Email: cgapbs-r@mail.nih.gov 

Eco RI site shown at the beginning of the sequence. 
Tissue Procurement: Louis M. Staudt, M.D., Ph.D. 
cDNA Library Preparation: M.B. Scares' Lab 
cDNA Library Arrayed by: M.B. Soares Lab 
DNA Sequencing by: M.B. Soares Lab 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consortium/LLNL at: 
www-bio . llnl . gov/bbrp/ image/ image . html 
Seq primer: M13 Forward. 

Location/Qualifiers 

1. .4 89 

/organism="Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 96 06" 
/clone=" IMAGE: 3 055476" 
/tissue_type=" lymph" 

/cell_type="germinal center B cells" 
/cell_line="MGC8 5" 
/lab_host="DH10B (LTD " 
/ c lone_l ib= " NIH_MGC_3 6 " 

/note= "Vector : pT7T3-Pac; Site_l : NotI; Site_2 : Eco RI; 
Constructed from size fractionated cytoplasmic mRNA 
(0.5-1. Skb). Directionally cloned. Cells provided by Louis 
M. Staudt, Ph.D. Library preparation by Maria de Fatima 
Bonaldo, Ph.D. and M. Bento Soares, Ph.D." 



ORIGIN 



Query Match 82.1%; Score 379.4; DB 2; Length 489; 

Best Local Similarity 89.7%; Pred. No. 2.1e-85; 

Matches 426; Conservative 0; Mismatches 31; Indels 18; Gaps 



1; 



Qy 


1 


Db 


2 


Qy 


61 


Db 


62 


Qy 


121 


Db 


122 



IIIIMIIIIIIIIMIIIIIIIIIIIIMIIIIIMIIIIIIMIIIIIIMMI 



mill MM III 



II llllllllllllllllll 



1 1 1 1 1 1 I II II I M II 1 1 II II 1 1 1 1 II I 



IIIMIIIIIIIIIIIIIIIIIIIIII 



Qy 



181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 



Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



I II I Ml I Mill II 1 1 II III I IIIMIIIIIIIMIIIIIMIIIIIM MM III 

182 GGGAAAGGCCTGGAGTGGATGGGCATCATCTATCCTGGTGACTCTGATACCAGATACAGC 2 41 

2 4 1 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 0 0 

I 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 M I M 1 1 1 I M 1 1 M I 1 1 I M 1 1 1 1 1 M I M 1 1 M 1 1 1 

24 2 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 01 

3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 6 0 

M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M I I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I 

3 02 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACTTCGCGGG 3 61 
361 GGCCTCTTTGACTACTGGGGCC AGGGAACCCTGGTCACCGTC 4 02 

III Mill IIIIMIII II II IIIIM MM 

3 62 GGGCAAGTATGGTGGAGTGGCACTTTTGATATCTGGGGCCAAGGGACAATGGTCATCGTC 4 21 

4 03 TCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

II M 1 1 M I II 1 1 M II 1! I II I II M I II M M II 1 1 M I M M M 1 1 1 M M 

4 22 TCTTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 476 



RESULT 12 

BM713153 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
MEDLINE 
PUBMED 
COMMENT 



FEATURES 

source 



BM713153 658 bp mRNA linear EST 28-FEB-2002 

UI-E-EJO-ahn-d-09-O-UI . rl UI-E-EJO Homo sapiens cDNA clone 
UI-E-EJO-ahn-d-09-O-UI 5', mRNA sequence. 
BM713153 

BM713153-1 GI:19026411 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 658) 

Bonaldo, M . F . , Lennon,G. and Soares^M.B. 

Normalization and subtraction: two approaches to facilitate gene 
discovery 

Genome Res. 6 (9), 791-806 (1996) 

97044477 

8889548 

Contact: Soares, MB 

Coordinated Laboratory for Computational Genomics 
University of Iowa 

375 Newton Road , 4156 MEBRF, Iowa City, lA 52242, USA 

Tel: 319 335 8250 

Fax: 319 335 9565 

Email: bento-soares@uiowa.edu 

Tissue Procurement: Dr. Gregg Hageman 
cDNA Library preparation: Dr. M. Bento Soares, Univeristy of Iowa 
cDNA Library Arrayed by: Dr. M. Bento Soares, Univeristy of Iowa 
DNA Sequencing by: Dr. M. Bento Soares, Univeristy of Iowa 
Clone Distribution: Researchers may obtain clones from Research 

Genetics (www.resgen.com) . 

Seq primer: M13 Reverse. 

Location/Qualifiers 
1. .658 

/organism="Homo sapiens" 
/mol_type="mRNA" 



/db_xref ="taxon : 9606" 
/clone="UI"E-EJ0-ahn-d-09-0 -UI" 

/tissue_type= " fetal eyes, lens, eye anterior segment, 
optic nerve, retina, Retina Foveal and Macular, RPE and 
Choroid" 

/dev_stage= " fetal and adult" 

/lab_host-"DH10B (Life Technologies) (Tl phage resistant)" 
/clone_lib="Ul-E-EJO " 

./note= "Organ : eye; Vector: pT7T3-Pac {Pharmacia) with a 
modified polyl inker; Site_l : EcoR I; Site_2 : Not I; 
UI-E-EJO is a subtracted cDNA library constructed 
according to Bonaldo, Lennon and Soares, Genome Research, 
6:791-806, 1996. First strand cDNA synthesis was primed 
with an oligo-dT primer containing a Not I site. Double 
stranded cDNA was ligated to an EcoR I adaptor, digested 
with Not I, and cloned directionally into pT7T3-Pac 
vector. The oligonucleotide used to prime the synthesis of 
first -strand cDNA contains a library tag sequence that is 
located between the Not I site and the (dT) 18 tail. The 
sequence tags for this library are: fetal eyes, 
AGAATCAAGA; lens, CGATTAGCGA; eye anterior segment, 
AATGCCGCAT; optic nerve, CCATTAAGTG; retina, CCGCG; Retina 
Foveal and Macular, GTCC; RPE and Choroid, ACCTA. This 
library was created for the program. Gene Discovery in the 
Visual System, supported by National Eye Institute (NEI) . " 

ORIGIN 

Query Match 81.9%; Score 3 78.2; DB 4; Length 658; 

Best Local Similarity 89,2%; Pred. No. 4.4e-85; 

Matches 42 9; Conservative 0; Mismatches 28; Indels 24; Gaps 1; 



Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

MMIIII I I II III llllllllllll Mill MINI II llllllllllllllllllll 

Db 7 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCGAAGGAGTCTGTGCCGAG 66 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

lllllllllll IIIIMIIIIIMIIIIIIIIIIIIIIIIIII IIIIIMIIIMIII 

Db 67 GTGCAGCTGGTCCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAATCTCTGAAGATCTCC 12 6 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

IIMIII llllllllllll MM I MM II III IIIIIIIIIIIIMIIIII 

Db 12 7 TGTAAGGCTTCTGGATACAGGTTTAGCACCTACGGGCTCGCCTGGGTGCGCCAGATGCCC 186 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIMIIIIIIIIIIIIIIIIIIMMIIIIIIIIMIIIIIIII Mill!! MUM 

Db 18 7 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCCGATACCAGATACAGT 24 6 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIMIIIIIIIIIIIIIIIMIIII IIIIIIIIIIMIIIIIIII IIIIIIIIMII 

Db 24 7 CCGTCCTTCCAAGGCCAGGTCACCATTTCAGCCGACAAGTCCATCAGTACCGCCTACCTG 306 

Qy '-iOl CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 360 

MMMMMMMMMMMMMIMMM MM II IIIIIIIMI I I I 

Db 3 07 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCCTGTATTTCTGTGCGAGACATCGTATT 3 66 
Qy 3 61 GG CCTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 3 96 



Db 



3 67 GGATATTGTAGTCGTTCTACCTGCTCCTCGACTGACTACTGGGGCCAGGGAACCCTGGTC 4 2 6 



Qy 

Db 

Qy 

Db 



3 97 ACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAG 4 56 

IIIMMIIIIIIIIIIIIMMIMMIMMIMIIMIIIIIIIIIIIMIIIIIII 

4 2 7 ACCGTCTCCTCAGCCTCCACCAAGGGCGCATCGGTCTTCCCCCTGGGACCCTCCTCCAAG 4 86 

457 A 457 
I 

487 A 487 



RESULT 13 

BG754454 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



BG754454 873 bp mRNA linear EST 15-MAY-2001 

602710060F1 NIH_MGC_48 Homo sapiens cDNA clone IMAGE : 484 6527 5', 
mRNA sequence . 
BG754454 

BG754454.1 GI:14065094 

EST., ■ ' 

Homo sapiens (human) 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 

1 (bases 1 to 873) 

NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 

Unpublished (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Louis M. Staudt/ M.D., Ph.D. 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http : //image . llnl .gov 
Plate: LLCM1687 row: h column: 16 
High quality sequence stop: 821. 

Location/Qualifiers 

1. .873 

/organism= "Homo sapiens" 
/mol_type="mRNA" 
/db_xref-"taxon: 9606" 
/clone- " IMAGE : 4 84 652 7" 

/tissue_type= "primary B-cells from tonsils (cell line)" 
/lab_host="DH10B (phage-resistant ) " 
/clone_lib= "NIH_MGC_48 " 

/note="Organ : B-cells; Vector: pOTB7 ; Site_l: Xhol; 
Site_2 : EcoRI ; cDNA made by oligo-dT priming. 
Directionally cloned into EcoRl/Xhoi sites using the 
following 5' adaptor: GGCACGAG(G). Size -selected >500bp 
for average insert size 1.8kb. Library constructed by Ling 
Hong in the laboratory of Gerald M. Rubin (University of 
California, Berkeley) using ZAP-cDNA synthesis kit 
(Stratagene) and Superscript II RT (Life Technologies) . 
Note: this is a NIH_MGC Library." 



ORIGIN 



Query Match 81.9%; Score 378.2; DB 4; 

Best Local Similarity 90.6%; Pred . No. 4.6e-85; 
Matches 434; Conservative 0; Mismatches 23; 



Length 873; 
Indels 22; 



Gaps 



Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

IIIMIIIMIIIIIIIIMIIIIIIIIIIIMIIIIMIMIIMMMIMIIIIIII 

Db 3 7 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 96 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

{MIMIIIIIIIIIIIIMMIIIIIMIIIIIIIIIIIIIIIIIIIIIMMIMIII 

Db 97 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 156 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 180 

1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 1 1 1 1 11 1 1 1 1 1 1 1 1 1 1 

Db 157 TGTAAGGGTTCTGGATACAGCTTTACCAACTACTGGATCGGCTGGGTGCGCCAGATGCCC 216 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIII MINI INI Ml 

Db 217 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTAATACCAGATACAGC 2 76 

Qy 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

IIIIIIIIIIMIIIIIIIMI II IIIIMIIIIIIIIIIIMI llllllllllll 

Db 2 77 CCGTCCTTCCAAGGCCAGGTCATTATTTCAGCCGACAAGTCCATCAGTACGGCCTACCTG 3 36 
Qy 301 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGA 3 51 

I MM MINI II III llllllllllll III IMMIIIMIIIMIII 

Db 337 CTATGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGTGGT 3 96 
Qy 352 GACCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACC 3 99 

I I II I IMMI IMIIIIIMIIIIMM IIMII 

Db 3 97 TACTATGATTCGGGGACCCCCGACTACATTGACTCCTGGGGCCAGGGAACCCTAGTCACC 4 56 

Qy 4 00 GTCTCCTCAGCCTCCACCAAGGGCCCATCGGT-CTTCCCCCTGGCACCCTCCTCCAAGA 4 57 

- IIIMIIMIMMMIIIIMIIIMIIIII IMIMMMMIIIIMIIIIIIII 

Db 4 57 GTCTCCTCAGCCTCCACCAAGGGCCCATCGGTGCTTCCCCCTGGCACCCTCCTCCAAGA 515. 



RESULT 14 
CR545747 

LOCUS CR545747 573 bp mRNA linear EST 07-JUL-2004 

DEFINITION OKFZp470L0323_rl 470 (synonym: plivl) Pongo pygmaeus cDNA clone 

DKFZp470L0323 5', mRNA sequence. 
ACCESSION CR545747 

VERSION CR545747.1 GI: 49897682 

KEYWORDS EST. 

SOURCE Pongo pygmaeus (orangutan) 

ORGANISM Pongo pygmaeus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Pongo. 
REFERENCE 1 (bases 1 to 57 3) 

AUTHORS Wambutt,R., Heubner,D., Mewes,H.W., Weil,B., Amid,C., Osanger,A., 

Fobo,G., Han,M, and Wiemann,S. 
TITLE Pongo pygmaeus mRNA (Wambutt , R . , Heubner,D., Mewes.H.W., et al . ) 

JOURNAL Unpublished (20 04) 
COMMENT Contact: MIPS 

MIPS 



Ingolstaedter 'Landstr . 1 , D-85764 Neuherberg, Germany 
This is the 5' sequence of the clone insert Clone from S. Wiemann, 
Molecular Genome Analysis, German Cancer Research Center (DKFZ) ; 
Email s.wiemann@dkfz-heidelberg.de; sequenced by Agowa 
(Berlin/Germany) within the cDNA sequencing consortium of the 
German Genome Project. This clone (DKFZp470L0323 ) is available at 
the RZPD in Berlin. Please contact the RZPD: Ressourcenzentrum, 
Heubnerweg 6, 14059 Berlin-Charlottenburg , GERMANY; Email: 
clone{Sirzpd . de Further information about the clone and the 
sequencing project is available at 
http : / /mips .gsf . de/pro j ects/cdna/ . 
FEATURES Location/Qualifiers 
source 1 . . 573 

/organism= " Pongo pygmaeus" 

/mol_type= "mRNA" 

/db__xref-"taxon: 9600" 

/clone- "DKFZp470L0323" 

/t issue__type= "liver" 

/dev_stage= "adult " 

/lab_host-"DH10B" 

/clone_lib= "47 0 (synonym: plivl) " 

/note^"Vector : pSportl_Sfi; Site_l: SfilA; Site_2 : SfilB" 

ORIGIN 

Query Match 81.3%; Score 375.4; DB 7; Length 573; 

Best, Local Similarity 89.8%; Pred. No. 2.2e-B4; 

Matches 416; Conservative 0; Mismatches 41; Indels 6; Gaps 1; 
Qy 1 ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 60 

llllllllliMIIIIMIIII IIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 5 8 ATGGGGTCAACCGCCATCCTCGTCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 117 

Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IMIIIIIIMIMIMIIII IIIIIIIIMII MIIIIIIIIMIMM lllllll 

Db 118 GTGGAGCTGGTGCAGTCTGGAACAGAGGTGAAAAGGCCCGGGGAGTCTCTGAGGATCTCC 17 7 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

mill MM MIIIMIIIIIII I llllllll IIIIIIIIIIMIIIIIII 

Db 17 8 TGTAAGACTTCTCGATACAGCTTTACCAACAACTGGATCACCTGGGTGCGCCAGATGCCC 2 37 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCACATACAGC 24 0 

IMIIIIIIIIIIIIIMIIIM I nil! IMIIIIIIIIIIIIIIMI mill 

Db 2 3 8 GGGAAAGGCCTGGAGTGGATGGGCAGCATCTTTCCTGGTGACTCTGATACCAGATACAGT 2 97 

Qv 241 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

II immmiii iiiiiiiiiii iimiiiimiiii mi imiii 

Db 2 98 CCAACCTTCCAAGGCCACGTCACCATCTCGGCCGACAAGTCCATCACCACCACCTACCTT 3 57 

Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGACCAACTG 3 60 

IIIMI Ml III III IIIIIIIIIIIMIIIIIIIIIII llllllll III I 
Db 35 8 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCACAAGTCAGGTTT 417 

Qy 3 61 GGCCT CTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAGCCTCC 414 

Ml I I II IIMIMIIIIIIIIIIIMIM IIIIIMIIIMIIIIIIII 

Db 418 GGCTTTCGCTACCTTCACTACTGGGGCCAGGGAACCCTGCTCACCGTCTCCTCAGCCTCC 4 77 



Qy 



415 ACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGA 4 57 



IIIIIMIIIIIIIIMIIIIIIMIIII III Mill II 

Db 4 78 ACCAAGGGCCCATCGGTCTTCCCCCTGGCGTCCTGCTCCAGGA 52 0 



RESULT 15 

BM007733 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 



FEATURES 

source 



BM007733 835 bp mRNA linear EST 30-OCT-2001 

603617180F1 NIH_MGC_113 Homo sapiens cDNA clone IMAGE : 544 1155 5', 
mRNA sequence . 
BM007733 

BM007733-1 GI:16522087 
EST. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 835) 

NIH-MGC http://mgc.nci.nih.gov/. 

National Institutes of Health, Mammalian Gene Collection (MGC) 
Unpubl i shed (1999) 

Contact: Robert Strausberg, Ph.D. 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Dr. Mark Watson 
cDNA Library Preparation: Ling Hong/Rubin Laboratory 
cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 
DNA Sequencing by: Incyte Genomics, Inc. 

Clone distribution: MGC clone distribution information can be 
found through the I.M.A.G.E. Consort ium/LLNL at: 
http : //image , llnl . gov ' 
Plate: LLCM1914 row: p column: 20 
High quality sequence stop: 832. 
Location/Qualifiers 
1. .835^ 

/organism== "Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 96 06" 
/clone- " IMAGE : 544 1155" 
/lab_host="DH10B (phage-resistant ) " 
/ c lone_l ib= "NIH_MGC_1 1 3 " 

/note="Organ: spleen; Vector: pOTB7; Site_l: Xhol; Site_2 : 
EcoRI; cDNA made by oligo-dT priming. Directionally cloned 
into EcoRl/XhoI sites using the following 5' adaptor: 
GGCACGAG(G). Library constructed by Ling Hong in the 
laboratory of Gerald M. Rubin (University of California, 
Berkeley) using ZAP-cDNA synthesis kit (Stratagene) and 
Superscript II RT (Life Technologies). Note: this is a 
NIH_MGC Library." 



ORIGIN 



Query Match 80 .7%; 

Best Local Similarity 91.7%; 
Matches 433; Conservative 



Score 372.8; DB 4; 
Pred. No. l.le-83; 
0; Mismatches 22; 



Length 8 35; 



Indels 



17; Gaps 



3; 



Qy 

Db 



31 



ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 

IIMIIIIIIIIMIIIMIMIMIIIMIIIMIIIIIIMIIIIIIMIIMIIMI 

ATGGGGTCAACCGCCATCCTCGCCCTCCTCCTGGCTGTTCTCCAAGGAGTCTGTGCCGAG 



60 



90 



Qy 61 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCTCTGAAGATCTCC 12 0 

IIIIIIIMIMIIIIIIMIIIIIIIIIIIIIIIMI IIIIIIIIIIIIMIMIMI 

Db 91 GTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCGGGGGAGTCTCTGAAGATCTCC 15 0 

Qy 121 TGTAAGGGTTCTGGATACAGCTTTACCGGCTACTGGATCGGCTGGGTGCGCCAGATGCCC 18 0 

iiiiiiiiiMiiiiiiiii Mini I iiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Db 151 TGTAAGGGTTCTGGATACAGTTTTACCAGTCACTGGATCGGCTGGGTGCGCCAGATGCCC 210 

Qy 181 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACCAGATACAGC 24 0 

IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIII lllllllll 

Db 211 GGGAAAGGCCTGGAGTGGATGGGGATCATCTATCCTGGTGACTCTGATACGACATACAGC 2 70 

Qy 241 CCGTCCTTCC7VAGGCCAGGTCACCATCTCAGCCGACAAGTCCATCAGCACCGCCTACCTG 3 00 

MIIMIIIIIIIIIMIIIIIIIIMIIII MMIIMMIMI IIIIIIIIIIM 

Db 2 71 CCGTCCTTCCAAGGCCAGGTCACCATCTCAGTCGACAAGTCCATCAATACCGCCTACCTG 33 0 
Qy 3 01 CAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGTGCGAGAGA 3 53 

IN 1 1 MM MMMIMMMMMMMMMMM MM MM I I 

Db 331 GAGTGGCGCAGTCTGAAGGCCTCGGACACCGCCATGTATTATTGTGCGAGACATCTCAGA 3 90 
Qy 354 -- CCAACTGGGCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCC 4 0 5 

lllll I llllll Mllllllll IIMIIIIIIIIIIIIIIIII 

Db 3 91 CCTGCTACTCAACTCCAACCTTTTGACCACTGGGGCCA - GGAACCCTGGTCACCGTCTCC 44 9 

Qy 4 06 TCAGCCTCCACCAAGGGCCCATGGGTCTTCCCCCTGGCACCCTCCTCCAAGA 457 

MMMMMMMMMMMIMIMMMMMI MMMMMMM 

Db 4 5 0 TCAGCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGG - ACCCTCCTCCAAGA 500 



Search , completed: December 2, 2004, 20:56:32 
Job time : 2408.82 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



December 2, 2004, 12:19:02 ; Search time 2348.55 Seconds 

(without alignments) 
8839.572 Million cell updates/sec 



Title : 

Perfect score 
Sequence : , 

Scoring table 



Searched : 



US-08-728-463B-208 
439 

1 ATGGACATGGAGTTCCCCGT CCCGCCATCTGATGAAGCTT 4 3 9 

1DENTITY__NUC 

Gapop 10.0 , Gapext 1.0 

4526729 seqs , 23644849745 residues 



Total number of hits satisfying chosen parameters: 9053458 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-proce£;sing : Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 

Database : GenEmbl : * 

1: gb_ba:^ 
2: gb_htg:* 
3 : gb_in : * 
4 : gi>„om : * 
5 : gb_OV : * 
: 6 : gb__pat : * 
7 : gb jph : * 
8: gb__pl:* 
9: gb_pr:* 
10: gb_ro:* 
11: gb_sts:* 
12 : gb_sy : * 
1 3 : gt>_un : * 
14 : gb_vi : * 

Pred- Mo. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB ID 



Description 



1 439 100.0 

2 439 100.0 

3 439 100.0 



439 6 AR161377 
439 6 AR369970 
439 6 BD096604 



AR161377 Sequence 
AR369970 Sequence 
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RESULT 1 
AR161377 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



AR161377 



43 9 bp 



DNA 



linear 



PAT 17 -OCT- 2 001 



Sequence 360 from patent US 6255458. 
AR161377 

AR16I377 .1 GI : 162 2 72 3 7 

Unknown . 
Unknown . 
Unclassified . 



REFERENCE 1 {bases 1 to 439) 

AUTHORS Lonberg^N. and Kay,R.M- 

TITLE High affinity human antibodies and human antibodies against digoxin 

JOURNAL Patent: US 6255458~A 360 03-JUL-2001; 
FEATURES Location/Qualifiers 
source 1. .43 9 

/ organi sm= " unknown " 
/mol_type= "unassigned DNA" 

ORIGIN 

Query Match 10 0.0%; Score 439; DB 6 ; Length 439; 

Best Local Similarity 100.0%; Pred . No. 4.9e-129; 

Matches 439; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

II III III lllllll I II II 1 1 II I II III II II III 1 1 MM III I II II 1 1 III I Ml 

Db 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 60 

Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

11 III MM IIIMIIIIIIIIIII lllllll llllllllllllllllllllllll MM 

Db 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

MMIIMIMIMIMIMIIIIMIIIIIMMIIIMIMIIMIIIIIIIIIIIII 

Db 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 

Qy l?l AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIIIIIIMIIIIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Db IBl AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIIMIIIIMIIMMIMIIIMIII.IIIIIMIUIIMMIIIIMIIIIIiMII 

Db 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00' 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

MMIIIIIII I Mill I MINI I llllllllllllllllllllllll II IIMI MM 

Db 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIMIIIIIIIIIIIIIII 

Db 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

Qy 421 CCGCCATCTGATGAAGCTT 43 9 

IIIIIIIIIIIIIIIIIM 
Db 421 CCGCCATCTGATGAAGCTT 43 9 



RESULT 2 
AR369970 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



AR369970 

Sequence 208 from patent 
AR369970 

AR3 6 9 97 0 .1 GI : 34 606410 

Unknown . 
Unknown . 
Unclassified . 



43 9 bp DNA 
US 6300129. 



linear PAT 12-SEP-2003 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



ORIGIN 



1 (bases 1 to 439) 
Lonberg,N. and Kay,R.M- 

Transgenic non-human animals for producing heterologous antibodies 
Patent: US 6300129-A 208 09-OCT-2001; 

Location/Qualifiers 

1 , .439 

/organism= "unknown" 
/mol_type= "genomic DNA" 



Query Match 100.0%; Score 439; DB 6; Length 439; 

Best Local Similarity 100.0%; Pred. No. 4.9e-129; 

Matches 439; Conservative 0; Mismatches 0; Indels 0; 



Gaps 



0; 



Qy 

Db 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 

1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 



Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 



6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

1 1 1 1 1 M M M 1 1 1 1 M M 1 1 i 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 
121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 

IIIIIIIIIMIMIIMIIIJIIMIIIIIIIIMIIIIIIMMMIMIIIIIMM 

1 2 1 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 
181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Ml III Mill IN Mil M MM Ml Mill II III Mill IIIMMI I MINI IN 

181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 
241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

MIMIIMIIMMIIIMIIIIIIIIIIIIIIIIIMIMIMMIIIIIMMMM 

241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00^ 
3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 6 0 

M I M I II I II 1 1 I M M I M M M I II M I II II M 1 1 1 1 1 I M M M 1 1 1 M M M II 

3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 360 
3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

MIMMMMIMM'MMIIMMMIIMIMIMIM IIIMMI IIMMMIII 

3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 



Qy 



Db 



421 CCGCCATCTGATGAAGCTT 43 9 

IIMMIIIMIIIIIIII 

421 CCGCCATCTGATGAAGCTT 439 



RESULT 3 
BD096604 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



BD096604 439 bp DNA linear PAT 27-AUG-2002 

Transgenic non-human animals capable of producing heterologous 
antibodies- 
BD096604 

BD096604.1 GI:22642192 
JP 2001527386-A/131. 
unidentified 
unidentified 



unclassified . 
REFERENCE 1 (bases 1 to 439) 

AUTHORS Lonberg.N. and Kay,R.M. 

TITLE Transgenic non-human animals capable of producing heterologous 

antibodies 

JOURNAL Patent: JP 2001527386-A 131 25-DEC-2001; 
GENPHARM INTERNATIONAL 
COMMENT OS Unidentified 

PN JP 2001527386-A/131 
PD 25-DEC-2001 

PF Ol-DEC-1997 JP 1998525687 
PR 02-DEC-1996 US 08/758417 
PI NILS LONBERG, ROBERT M KAY 

PC C12N5/00, C12N5/2 8, C12N5/24, C12N5/10, C07K16/00, A61K3 9/00 CC 
Strandedness : Single ; 
CC Topology: Linear; 

CC Transgenic non-human animals capable of 
producing heterologous 
CC antibodies 

FH Key Location/Qualifiers 
FT source 1- .439 

FT /organism= ' Unidentified ' . 

Location/Qualifiers 
1. .439 
/organism= "unidentified" 
/mo l_type= "genomic DNA" 
/db_xref="taxon: 32644" 

ORIGIN 

Query Match 100.0%; Score 439; DB 6; Length 439; 

Best .Local Similarity 100.0%; Pred. No. 4.9e-129; 

Matches 439; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



FEA.TURES 

source 



Qy 

Db 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

' IIIIIIMIMMIIIIIIIIIMIMIMIIMIMMIMIMIIIIIIIM 

1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 



Qy 

Db 

Qy 
Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 



6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

IIIIIMIIIMMIIMIIIIIMIMMIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 
121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

IIIIIMIMMMIIIIIIIIIMMMIIIIIMIMIIIIIIIIIIIMIIIIIIII 

121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 
181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIIIIIIMIMIIMIIIIIIMMIIIIIIMIIIIIIIIIIMIMMIIIMM 

181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 
241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCAGCATCAGCAGCCTG 3 0 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M I hll 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 

241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 
3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

IIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIMIIIIIIIMIMI 

3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 



3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 2 0 

MIIIIMMMIIIIIMIIMIMIIIIIIIIMIIMIMIIMMIIMIIIIIII 

3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 2 0 
421 CCGCCATCTGATGAAGCTT 43 9 

I I M I 1 1 1 1 1 1 M M I 1 1 1 

421 CCGCCATCTGATGAAGCTT 43 9 



RESULT 4 
BC073763 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
.AUTHORS 



TITLE 

JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



REMARK 
COMMENT 



Klausner , R .D. 
Altschul,S.F. 
Hopkins , R. F . , 
Diatchenko, L . 
S tap let on, M . , 
Scheetz,T.E. , 
Carninci , P . , 



BC073763 979 bp mRNA linear PRI 30-JUN-2004 

Homo sapiens cDMA clone MGC: 88770 IMAGE : 4 575800 , complete cds . 
BC073763 

BC073 763 .1 GI : 4 92 5 80 97 
MGC. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 979) 

Strausberg,R.L. , Feingold, E . A. , Grouse, L.H. , Derge, J.G. , 

, Collins, F. S. , Wagner, L,, Shenmen, C . M . , Schuler , G . D . , 
, Zeeberg,B., Buetow,K.H., Schaef er , C . F . , Bhat,N.K., 
Jordan, H., Moore, T., Max,S.I., Wang, J., Hsieh^F., 
, Marusina,K. , Farmer, A. A., Rubin, G.M., Hong,L., 
Soares,M.B., Bonaldo, M . F . , Casavant , T . L . , 
Brownstein,M. J. , Usdin,T.B-, Toshiyuki , S . , 
Prange,C. , Raha,S.S. , Loquellano, N . A. , Peters, G.J. , 
Abramson,R.D. , Mullahy,S. J. , Bosak,S.A. , McEwan, P. J. , 
McKernan, K. J. , Malek,J.A., Gunaratne , P . H . , Richards, S., 
Worley,K.C., Hale,S., Garcia, A.M., Gay,L.J-, Hulyk,S.W., 
Villalon,D.K. , Muzny,D.M., Sodergren, E . J . , Lu,X., Gibbs,R.A., 
Fahey,J., Helton,E., Ketteman,M., Madan,A., Rodrigues , S : , 
Sanchez, A. , Whiting, M. , Madan,A. , Young, A. C. , Shevchenko , Y . , 
Bouf f ard,G.G. , Blakesley , R . W . , Touchman, J.W. , Green, E.D. , 
Dickson, M. C. , Rodriguez , A. C . , Grimwood,J., Schmutz,J., Myers, R.M., 
Butterf ield, Y.S. , Krzywinski , M . I . , Skalska,U. , Smailus,D.E. , 
Schnerch,A., Schein,J.E., Jones, S.J. and Marra,M.A. 
Generation and initial analysis of more than 15,000 full-length 
human and mouse cDNA sequences 

Proc. Natl. Acad. Sci . U.S.A. 99 (26), 16899-16903 (2002) 
12477932 

2 (bases 1 to 979) 
Strausberg, R. 
Direct Submission 

Submitted (23 - JUN-2004 ) National Institutes of Health, Mammalian 
Gene Collection (MGC), Cancer Genomics Office, National Cancer 
Institute, 31 Center Drive, Room 11A03, Bethesda, MD 20892-2590, 
USA 

NIH-MGC Project URL: http://mgc.nci.nih.gov 

Contact : MGC help desk 

Email : cgapbs-r@mail .nih.gov 

Tissue Procurement: Louis Staudt 

cDNA Library Preparation: Rubin Laboratory 

cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 

DNA Sequencing by: Sequencing Group at the Stanford Human Genome 



Center, Stanford University School of Medicine, Stanford, CA 943Q5 
Web site: http://www-shgc.stanford.edu 
Contact: (Dickson, Mark) mcd@paxil . Stanford . edu 

Dickson, M. , Schmutz, J,, Grimwood, J., Rodriguez,, A., and Myers, 
R. M. 

Clone distribution: MGC clone distribution information can be found 
through the I.M.A.G.E. Consort ium/LLNL at: http://image.llnl.gov 
Series: IRAL Plate: 58 Row: c Column: 9 

This clone was selected for full length sequencing because it 
passed the following selection criteria: GenomeScan gene 
prediction, Similarity but not identity to protein. 
FEATURES Location/Qualifiers 
source 1. .979 

/organism^ "Homo sapiens" 
/mol_type= " mRNA" 
/db_x:ref ="taxon: 9606" 
/clone="MGC:88770 IMAGE : 4575800 " 
/tissue_type= " Primary B-Cells from Tonsils" 
/clone_lib= "NIH_MGC_4 8 " 
/lab_host="DH10B-R" 
/note- "Vector : pOTB7" 
CDS 15. .725 

/codon_start-l 

/product = "Unknown (protein for MGC:88770)" 
/protein_id="AAH73763 .1" 
/db_xref ="GI : 4 9258098" 

/translation- "MDMRVLAQLLGLLLLCFPGARCDIQMTQSPSSLSASVGHRVTIT 
CRASQMVSRWLAWYQQRPEKAPKSLIYATSSLHSGVPSRFSGSGSGTDFTLTISSLQP 
EDFATYYCQQYNTYPLTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNN 
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV 
THQGLS S P VTKS FWRGEC " 

ORIGIN 

Query Match 89.7%; Score 394; DB 9; Length 979; 

Best Local Similarity 94.2%; Pred. No. 1.2e-114; 

Matches 409; Conservative 0; Mismatches 25; Indels 0; Gaps 0; 
Qv 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 60 

lllllllll I III II IIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIIIIil 

Db 15 ATGGACATGAGGGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 74 

Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

IIMIIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIMIIMIMIIIIill Mill 

Db 7 5 A.GATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGGCACAGA 134 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

IIMIMMMMIIIIIMIIIIIII I IMIIIMIIIMIIIIIIMIIMIII 

Db 135 GTCACCATCACTTGTCGGGCGAGTCAGAATGTTAGCAGGTGGTTAGCCTGGTATCAGCAG 194 

Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

I IIMIIIIIMIIMIIIIIMIIIIIIIII II MIIIIIIIMII lllllllll 

Db 195 AGACCAGAGAAAGCCCCTAAGTCCCTGATCTATGCTACATCCAGTTTGCACAGTGGGGTC 2 54 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

MIIIIIIIMIMIIIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIIIMIIIIIIII 

Db 2 55 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 314 



Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 6 0 

IIIIIIIIMIIMIIIIIIIMIIIIIIIIIIIMIII Ml IIIIM mill 

Db 315 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATAATACTTACCCTCTCACTTTC 3 74 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

III lllllllll IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII 

Db 3 75 GGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 434 

Qy 421 CCGCCATCTGATGA 4 34 

I I M I I I I I I I II I 
Db 4 35 CCGCCATCTGATGA 44 8 



RESULT 5 
CQ795434 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FExATURES 

source 



PAT 19-APR-2004 



CQ795434 711 bp DNA linear 

Sequence 22 from Patent WO2004024927 . 

CQ795434 

CQ7 954 34 .1 GI:4 64 07524' 



synthetic construct 
synthetic construct 
artificial sequences. 
1 

Gorr.G., Launhardt,H. and Berg^B. 
Protein production method 

Patent: WO 2004024927-A 22 25-MAR-2004; 
Greenovation Biotech GmbH (DE) 

Location/Qualifiers 

1. .711 

/organism= " synthetic construct " 
/mol_type="unassigned DNA" 
/db_xref-"taxon: 32 63 0" 

/note="Description of Artificial Sequence: GENBANK 
accession number BC005332 (bp 21-731) , indicated on page 
34, line 30, to page 35, line 9" 



ORIGIN 



Query Match 



89.4%; Score 3 92.4; DB 6; Length 711; 
Best Local Similarity 94,0%; Pred. No. 4e-114; 

Matches 408; Conservative 0; Mismatches 26; Indels 0; Gaps 



0; 



Qy 


1 


Db 


1 


Qy 


61 


Db ~ 


61 


Qy 


121 


Db 


121 


Qy 


181 



I II IIIIIIIIIIIIIIIIIIMIIMIIIIIIIII 



llllllllllllllllllllllllllllllll 



llllllllllllllllllllllllllll III 



lllllllll mil 



II III 



mill iiiiiiiiiiiiiiiiiiiiiiiii iiiim 



iiiim 



Db 



181 AAACCAGGGAAAGCCCCTAAGTCCCTGATCTATGGTGCATCCAGTTTGCAAAGTGGGGTC 2 4 0 



Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

I Mill IIIIMIMIIIIIIIMIIIIIIIIIIIIIIIIMIIIIIIilllllllll 

Db 24 1 CAATCAAAGTTCAGCGGCAGTGGATCTGGGAGAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 6 0 

^ IMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII I Mill M IIMIII 

Db 301 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATAAAAGTTATCCTGTCACTTTT 3 60 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTGATCTTC 4 2 0 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIMIIIIIMIIII 

Db 361 GGCCAGGGGAGCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 
Qy 421 CCGCCATCTGATGA 4 34 

MIIIIIMIIMI 

Db 421 CCGCCATCTGATGA 4 34 



RESULT 6 
BC005332 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGAJ^JISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



Hopkins , R . F . , 
Diatchenko, L . 
Stapleton, M . , 
Scheetz^T.E. , 



BC005332 953 bp mRNA linear PRI 03-OCT-2003 

Homo sapiens cDNA clone MGC:12418 IMAGE : 3934658 , complete cds . 
BC005332 

BC0053 3 2 .1 GI : 13 52 9115 
MGC. 

Homo sapiens (human) 
Homo sapiens 

Sukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 

1 (bases 1 to 953) 

3trausberg,R.L. , Feingold, E . A. , Grouse, L.H., Derge,J.G., 
Klausner,R.D. , Collins, F.S. , Wagner, L. , Shenmen,C.M. , Schuler,G.D. , 
Altschul,S.F. , Zeeberg,B., Buetow,K.H., Schaef er , C . F . , Bhat,N.K., 
Jordan, H., Moore, T., Max,S.I., Wang, J., Hsie]i,F., 

Marusina,K., Farmer, A. A., Rubin, G.M., Hong,L., 
Soares , M . B . , Bonaldo , M . F . , Casavant , T . L . , 
Brownstein,M. J. , Usdin,T.B. , Toshiyuki, S . , 
Carninci,?., Prange,C., Raha,S.S., Loquellano,N.A. , Peters, G. J., 
Abramson, R.D. , Mullahy,S. J. , Bosak^S.A. , McEwan,P. J. , 
McKernan, K. J . , Malek, J. A. , Gunaratne, P . H. , Richards , S . , 
Worley,K.C., Hale,S., Garcia, A.M., Gay,L.J., Hulyk,S.W., 
Villalon,D.K. , Muzny,D.M., Sodergren, E . J . , Lu,X., Gibbs,R.A., 
Fahey,J., Helton, E., Ketteman,M., Madan,A., Rodrigues , S . , 
Sanchez, A., Whiting, M., Madan,A., Young, A. C.,- Shevchenko , Y . , 
Bouf f ard, G .G . , Blakesley , R . W . , Touchman, J. W . , Green, E.D. , 
Dickson, M . C . , Rodriguez , A . C . , Grimwood,J., Schmutz,J., Myers, R.M., 
Butterf ield, Y . S . , Krzywinski , M. I . , Skalska, U. , Smailus , D . E . , 
Schnerch,A., Schein,J.E., Jones, S.J. and Marra,M.A, 
Generation and initial analysis of more than 15,000 full-length 
human and mouse cDNA sequences 

Proc. Natl. Acad. Sci. U.S.A. 99 (26), 16899-16903 (2002) 

22388257 

12477932 

2 (bases 1 to 953) 
Strausberg, R . 
Direct Submission 



JOURNAL Submitted {27 -MAR-2001) National Institutes of Health, Mammalian 
Gene Collection (MGC) , Cancer Genomics Office, National Cancer 
Institute, 31 Center Drive, Room 11A03, Bethesda, MD 20892-2590, 
USA 

REMARK NIH-MGC Project URL: http://mgc.nci.nih.gov 
COMMENT Contact: MGC help desk 

Email: cgapbs-r@mail.nih.gov 
Tissue Procurement: CLONTECH 

cDNA Library Preparation: CLONTECH Laboratories, Inc. 

cDNA Library Arrayed by: The I.M.A.G.E. Consortium (LLNL) 

DNA Sequencing by: Sequencing Group at the Stanford Human Genome 

Center, Stanford University School of Medicine, Stanford, CA 94305 

Web site: http://www-shgc.stanford.edu 

Contact: (Dickson, Mark) mcd@paxil.stanford.edu 

Dickson, M., Schmutz, J., Grimwood, J., Rodriquez, A., and Myers, 
R . M. 



Clone distribution: MGC clone distribution information can be found 
through the I.M.A.G.E. Consort ium/LLNL at: http://image.llnl.gov 
Series: IRAL Plate: 16 Row: d Column: 21. 
FEATURES Location/Qualifiers 
source 1 . . 953 

/organism= "Homo sapiens" 

/mol_type- "mRNA" 

/ db_xr e f - " t axon : 9 6 0 6 " 

/clone="MGC:12418 IMAGE : 3 934 658 " 

/tissue__type^ "Skeletal Muscle" 

/clone_lib="NIH_^MGC_81" 

/lab_host=:"DH10B" 

/note-"Vector : pDNR-LIB" 
CDS 21. -731 

/codon_start=l 

/product= "Unknown (protein for MGC:12418)" 
/protein__id="AAH0-5332 . 1" 
/db_xref ="GI : 1352 9116" 

/translation="MDMRVLAQLLGLLLLCFPGARCDIQMTQSPSSLSASVGDTVTIT 
CRASQDISNYLAWFQQKPGKAPKSLIYGASSLQSGVQSKFSGSGSGTDFTLTISSLQP 
EDFATYYCQQYKSYPVTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNN 
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV 
THQGLS S PVTKS FNRGEC " 

misc_feature 138. .353 

/note="IGv; Region: Immunoglobulin V-Type" 
/ db_xr e f = " CDD : smart 0 04 0 6" 

misc_feature 471. .698 

/note="IGcl; Region: Immunoglobulin C-Type" 
/db__xref = "CDD:smart00407" 

ORIGIN 



Query Match 8 9.4%; 

Best Local Similarity 94.0%; 
Matches 408; Conservative 



Score 3 92.4; DB 9 
Pred. No. 3 . 9e-114 
0; Mismatches 26 



Length 953; 

Indels 0; Gaps 0; 



Qy 

Db 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

1 1 Ml I Ml Ml M IIIIIIMIIII IIIIIIIII MM lllllllllllllll 

21 ATGGACATGAGAGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 80 . 



Qy 



6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 



Db 



8 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTCGGAGACACA 14 0 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 
Db 

Qy 

Db 



121 GTC ACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTT AGCCTGGTATC AGCAG 18 0 

IIIIIIMIMMIIMMIIIIMMI lllllll I IIIIMIIIIIIIMM 

141 GTCACCATCACTTGTCGGGCGAGTCAGGACATTAGCAATTATTTAGCCTGGTTTCAGCAG 2 00 
181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

lllllll II MM lllllll llllllll MM IIIIIMIIIIIIIIIIIIMIIII 

2 01 AAACCAGGGAAAGCCCCTAAGTCCCTGATCTATGGTGCATCCAGTTTGCAAAGTGGGGTC 2 60 
241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

I Mill Mill III Mill I II Mill I MM III IIIIIM III MIIIIM Mill 

2 61 CAATCAAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 2 0 

3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 6 0 

IIIIIIMIIIIIIIIIIIIIIIMIIIIMIIIIIIII I Mill II Ml MM 

321 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATAAAAGTTATCCTGTCACTTTT 3 80 
3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

MMMMMMMMMMMMMIMMMMMMMMMMMIMMMMM 

3 81 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 44 0 

421 CCGCCATCTGATGA 4 34 

MIIIIIIIIMII 
441 CCGCCATCTGATGA 454 



RESULT 7 
BC073764 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



BC073764 936 bp mRNA linear PRI 30-JUN-2004 

Homo sapiens cDNA clone MGC: 83771 IMAGE : 4576136 , complete cds . 
BC073764 

3C073764.1 01:49256424 
MGC. 

Homo sapiens (human) 
Komo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 936) 

Strausberg,R.L. , Feingold, E . A. , Grouse, L.H., Derge,J.G., 
Klausner, R.D . , Collins, F.S. , Wagner, L. , Shenmen,C.M. , Schuler,G.D. , 
Altschul^S.F. , Zeeberg,B., Buetow,K.H., Schaef er , C . F . , Bhat^N.K., . 
Hopkins, R. F. , Jordan, H., Moore, T., Max, S.l,, Wang, J., Hsieh,F., 
Diatchenko, L. , Marusina,K., Farmer, A. A., Rubin, G.M., Hong,L., 
Stapleton,M. , Soares,M.B, , Bonaldo,M.F. , Casavant , T . L . , 
Scheetz,T.E. , Browns t ein, M . J . , Usdin,T.B. , Toshiyuki, S. , 
Carninci,P., Prange,C., Raha , S . S . , Loquellano , N . A. , Peters, G. J., 
Abramson, R.D . , Mullahy , S , J. , Bosak, S . A. , McEwan, P . J. , 
McKernan, K. J. , Malek, J. A. , Gunaratne , P . H . , Richards , S . , 
Worley,K.C., Hale,S., Garcia, A.M., Gay,L.J., Hulyk,S.W., 
Villalon,D.K. , Muzny,D.M., Sodergren, E . J . , Lu,X., Gibbs,R.A., 
Fahey,J., Helton, E., Ketteman,M., Madan,A-, Rodrigues , S . , 
Sanchez, A., Whiting, M., Madan,A-, Young, A.C, Shevchenko, Y . , 
Eouf fard,G.G. , Blakesley , R . W . , Touchman , J . W . , Green, E.D. , 
Dickson, M. C. , Rodriguez , A . C . , Grimwood,J., Schmutz,J., Myers, R.M., 
Butterf ield, Y. S . , Krzywinski , M . I . , Skalska,U. , Smailus,D.E. , 



TITLE 

JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



REMARK 
COMMENT 



Schnerch,A., Schein,J.E., Jones, S.J. and Marra,M.A. 

Generation and initial analysis of more than 15,000 full-length 

human and mouse cDNA sequences 

Proc. Natl- Acad. Sci, U.S.A. 99 (26), 16899-16903 (2002) 
12477932 

2 (bases 1 to 936) 
Strausberg, R . 
Direct Submission 

Submitted (23 - JUN-2004 ) National Institutes of Health, Mammalian 
Gene Collection (MGC) , Cancer Genomics Office, National Cancer 
Institute, 31 Center Drive, Room 11A03, Bethesda, MD 20892-2590, 
USA 

NIH-MGC Project URL: http : //mgc . nci . nih . gov 

Contact: MGC help desk 

Email: cgapbs-r@mail.nih.gov 

Tissue Procurement: Louis Staudt 

cDNA Library Preparation: Rubin Laboratory 

cDNA Library Arrayed by: The I.M.A.G-E. Consortium (LLNL) 

DNA Sequencing by: Sequencing Group at the Stanford Human Genome 

Center, Stanford University School of Medicine, Stanford, CA 94305 

Web site: http://www-shgc.stanford.edu 

Contact: (Dickson, Mark) mcd@paxil.stanford.edu 

Dickson, M., Schmutz, J., Grimwood, J., Rodriquez, A., and Myers, 
R . M . 



FEATURES 

source 



CDS 



Clone distribution: MGC clone distribution information can be found 
through the I.M.A.G.E. Consortium/ LLNL at: http : //image . llnl . gov 
Series: IRAL Plate: 58 Row: c Column: 10 

This clone was selected for full length sequencing because it 
passed the following selection criteria: GenomeScan gene 
prediction, Similarity but not identity to protein. 

Location/Qualifiers 

1. .936 

/organism="Homo sapiens" 

/ mo l_t ype = " mRNA " 

/db_xref-"taxon: 9606" 

/clone="MGC: 88771 IMAGE : 4576136 " 

/tissue_type="Primary B-Cells from Tonsils" 

/clone_lib-:"NIH_MGC_4 8" 

/lab_host="DH10B-R" 

/note= "Vector : pOTB7" 

12. .722 

/ codon_start-l 

/product = "Unknown (protein for MGC:88771)" 
/protein_id="AAH73764 . 1" 
/db_xref ="GI :49256425" 

/translation="MDMRVPAQLLGLLLLWFPGSRCDIQMTQSPSSVSASVGDRVTIT 
CRASQGISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQP 
EDFATYYCQQAHSFPFTFGPGTKVDIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNN 
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV 
THQGLSSPVTKSFNRGEC " 



ORIGIN 



Query Match 87.9%; Score 386; DB 9; Length 936; 

Best Local Similarity 93.1%; Pred . No. 4.4e-112; 

Matches 4 04; Conservative 0; Mismatches 30; Indels 0; Gaps 0; 



Qy 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IIIMIIII I mill MIIIIMIIMIIIIIIIIIIIMM lllllllll II 

Db 12 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 71 

Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Mill IIIIMIIIIIIIIIIIIIIIIIIII M IIIIIIIIIIIIIIIIIMIMI 

Db 7 2 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 131 

Qy 121 GTCACC ATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGC AG 18 0 

IIMIIIIIIMIIMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMII 

Db 13 2 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 191 

Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIMIIMIIMIIIIIIM IIIIIIMII IIIIIIIIIIIIIMIIIMIMMI 

Db 192 AAACCAGGGAAAGGCCCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 2 51 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIIIIIMMIIIIIIIIIIIIIIMIIIIIIIIIIIIMMIIMIIIIIIIIIMIII 

Db 2 52 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 311 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

II lllllllll Mill IN MM II M Ml Ml I I MM III I MUM 

Db 312 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTCACAGTTTCCCATTCACTTTC 3 71 

Qy 2 62 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

M M Mill III MM IMIIMIIIMMMIIIIIIIIIIIMIMIIIIIM 

Db 3 72 GGCCCTGGGACCAAAGTGGATATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 31 

Qy 421 CCGCCATCTGATGA 43 4 

IIMMIIIMIII 

Db 4 32 CCGCCATCTGATGA 44 5 



RESULT 8 
AY510107 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 



AY510107 824 bp mRNA linear PRI 03-FEB-2004 

Homo sapiens 9F11 monoclonal IgM antibody light chain mRNA, 
complete cds . 
AY510107 

AY510107.1 GI:41388185 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria ; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 824) 

Asai,S., Okada,N., Okada,H., Dohi^N. and Hosokawa,M. 

Human IgM monoclonal Ab which induces complement mediated cytolysis 

of HIV-1 infected cells 

Unpublished 

2 (bases 1 to 824) 

Asai,S., Okada,N., Okada,H., Dohi^N. and Hosokawa,M. 
Direct Submission 

Submitted ( 22 -DEC - 2 003 ) Biodefense, Nagoya City University Graduate 
School of Medical Sciences, 1 Kawasumi Mizuho-cho Mizuho-ku, 
Nagoya, Aichi 467-8601, Japan 
Location/Qualifiers 



source 1 , , 824 

/organism="Homo sapiens" 

/mol_type= " mRNA" 

/db__xref ="taxon: 9606" 

/cell_line="9Fll" 
CDS 13, .723 

/codon start=l 

/product= "monoclonal IgM antibody light chain" 
/protein__id="AAS01772 . 1" 
/db_xref="GI :41388186" 

/translation="MDMRVPAQLLGLLLLWFPGSRCDIQMTQSPSSVSASVGDRVTIT 
CRASQGISSWLAWYQQKPGKAPKLLIYDASSLQSGVPSRFSGSGSGTDFTLTISSLQP 
EDFATYYCQQANSFPLTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNN 
FYPREAKVQWKVDNALQSGWSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKLYACEV 

THQGLS S P VTKS FNRGEC " 



ORIGIN 



Query Match 87.6%; Score 3 84.4; DB 9; Length 824; 

Best Local Similarity 92.9%; Pred. No. I-Se-ILI; 

Matches 4 03; Conservative 0; Mismatches 31; Indels 0; Gaps. 0; 



Qy 


1 


ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 

Ml MINI I IIMIMIMMIIIIIMIIMIIIIIIIMI IMMIIII 1! 

ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 


60 


Db 


13 


72 


Qy 


61 


AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 

M 1 M 1 M M M 1 1 1 1 M 1 1 1 1 1 1 M 1 1 M 1 M 1 1 1 1 1 i 1 1 1 M 1 1 1 1 1 1 1 1 M 1 1 

AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 


120 


Db 


73 


132 


Qy 


121 


GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 

!l MINI IN Mill MINI III IIIIMIMIIIIMIIMIIIIIIIIIIMIMI 

GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 


180 


Db 


133 


192 


Qy 


181 


AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 

MIMM MIIMIIIIMI MIIIIIMI 1 M 1 1 M M II II 1 1 1 1 M 1 M M 1 

AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGATGCATCCAGTTTGCAAAGTGGGGTC 


240 


Db 


193 


252 


Qy 


241 


CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 

M 1 M M 1 II 1 II 1 1 1 1 1 1 II II 1 II II 1 1 II 1 1 1 M 1 1 1 M 1 1 M II 1 1 M M M M M 

CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 


300 


Db 


253 


312 


Qy 


301 


CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 

MIMMMIIIIIIIIIIIIM M II IMIM 1 1 MM III MMM 

CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTCTCACTTTC 


360 


Db 


313 


372 


Qy 


361 


GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


420 


Db 


373 


II I M 1 1 1 M II 1 II 1 1 1 1 1 1 1 M M II 1 II 1 M 1 M II 1 II 1 M II II II 1 M 1 1 

GGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


432 


Qy 


421 


CCGCCATCTGATGA 4 34 




Db 


433 


IIIIIIIIIMIII 

CCGCCATCTGATGA 44 6 





RESULT 9 
S59162 

LOCUS S59162 433 bp mRNA linear PRI 26-JUN-2000 



DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
MEDLINE 
PUBMED 
REMARK 



FEATURES 

source 



gene 
CDS 



Ig V kappa -ant i - single/double - stranded DNA antibody NE-13 light 
chain variable region [human, B-cells, mRNA Partial, 433 nt] . 
S59162 

S59162 , 1 GI : 299955 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 433) 

Hirabayashi , Y. , Munakata,Y., Takai,0., Shibata,S., Sasaki, T. and 
Sano,H, 

Human B-cell clones expressing lupus nephritis -associated anti-DNA 

idiotypes are preferentially expanded without somatic mutation 

Scand. J. Immunol.. 37 (5), 533-540 (1993) 

93248539 

8387226 

GenBank staff at the National Library of Medicine created this 
entry [NCBI gibbsq 130630] from the original journal article.- 
This sequence comes from Fig. 6. 

Location/Qualifiers 

1. ,433 

/organism="Homo sapiens" 
/mol_type= "mRNA" 
/db_xref ="taxon: 9606" 
/cell_type="B cells" 
1. .>433 

/gene="Ig Vkappa" 
1. .>433 

/gene="Ig Vkappa" 

/note= "mismatches (74 [Y->T] , 122 [N->D] ) ; conceptual 
translation presented here differs from translation in 
publication" 
/codon_start=l 

/product="anti-single/double-stranded DNA antibody NE-13 
light chain variable region" 
/protein_id="AAB2 6430 . 2" 
/db_xref ="GI : 8176528" 

/trans lat ion- "MDMGVLVQLLGLLLLWFPGSRCDIQMTQSPSSVSASVGDRVTIT 
CRASQGISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQP 
EDFATYYCQQANSFPYPFGGGTKVEIKRTVAAPSVFIFPPSD" 



ORIGIN 



Query Match 87.0%; Score 381. 8; DB 9; Length 433; 

Best Local Similarity 92.6%; Pred. No. l.le-110; 

Matches 401; Conservative 0; Mismatches 32; Indels 0; Gaps 0; 



Qy 

Db 

Qy 

Db 
Qy 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IMIIMIM III IIMMII IIIIIIIIMMIIIMIII MIMIIM II 

1 ATGGACATGGGAGTCCTAGTTCAGCTTCTGGGGCTCCTGCTGGTCTGGTTCCCAGGTTCC 6 0 

6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Mill MIMIIIIIIIIIMIIIIIIMIIII IIIIIIIMMIIIIIIIIIIII 

6 1 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 12 0 

12 1 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

I 1 1 1 1 1 1 I M II I I II I M 1 1 M I M I M I II 1 1 1 1 1 1 1 1 1 M 1 1 1 1 II 1 1 1 1 1 1 M II I 



Db 


121 


Qy 


181 


Db 


181 


Qy 


- 241 


Db 


241 


Qy 


301 


Db 


301 


Qy 


361 


Db 


361 


Qy 


421 


Db 


421 



121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGC AGCTGGTTAGCCTGGTATCAGCAG 18 0 
AAACC AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGC ATCCAGTTTGCAAAGTGGGGTC 24 0 

lllllll IIMMMIIIII lllllllll IIIIIIMIIIIIIIMIIIIIIIII 

AAACCAGGGAAAGCCCCTAAGCTCCTGATCTACGCTGCATCCAGTTTGCAAAGTGGGGTC 2 4 0 
CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

MIIIIMMIIMIIMIIIIIIIIIIIIMIIIIIIIIMIIIIIIMIIMIIIIII 

CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 
CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 6 0 

IIMIMIMIIIIMIIIIIII II II MINI I IIIIMII IIMIM 

CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTTACCCTTTC 3 60 
GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

Ml II Ml MM MIIIIIIIIMII lllllll IIIIIIIIIIIIMMMI MM 

GGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 2 0 
CCGCCATCTGATG 43 3 

MMMMMMI 



RESULT 10 

BD248702 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 



COMMENT 



BD248702 817 bp DNA linear PAT 17-JUL-2003 

Immunoglobulin superfamily proteins. 

BD248702 

BD248702.1 01:33058472 
JP 2002530080-A/9 . 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 
1 (bases 1 to 817) 

Yue,H., Tang,T.Y., Corley.N.C, Guegler , K . J . , Gorgone, G. A. , 
Baughn,M.R., Lu,D.A.M., Lai, P., Hillman^J.L. andYa,J. 
Immunoglobulin superfamily proteins 
Patent: JP 2002530080-A 9 17-SEP-2002; 
INCYTE PHARMACEUTICALS INC 
OS Homo sapiens (human) 
JP 2002530080-A/9 
17-SEP-2002 

19-NOV-1999 JP 2000582566 

19-NOV-1998 US 09/195853 , 22 -DEC - 1998 US 60/113635 PR 

07-APR-1999 US 60/128194 

PI HENRY YUE,TOM Y TANG, NEIL C CORLEY,KARL J GUEGLER,GINA A PI 
GORGONE , 

PI MARIAH R BAUGHN,DYUNG AINA M LU^PREETI LAL, JENNIFER L HILLMAN, 
PI JUNMING YANG 

PC C12N15/02,A61K38/00,A61K3 9/3 95,A61K3 9/3 95,A61P1/04,A61P1/16, 
PC A61P1/18, 

PC A61P3/10, A61P5/l4,A61P7/00, A61P7/06, A61P9/0 0,A61P9/10, A61P11/ 
PC 00, A61P11/06, 

PC A61P13/12 , A61P17/00, A61P17/06,A61P17/12, A61P19/02,A61P19/06, 
PC A61P19/10, 

PC A61P21/04 ,A61P2 5/28, A61P2 9/00, A61P2 9/0 0, A61P3 1/00, A61P3 1/04, 



PN 
PD 
PF 
PR 



PC A51P31/10, 

PC A61P31/12 ,A61P3 1/18, A61P3 5/00 ,A61P35/02 ,A61P37/ 00 , A61P3 7/02 , 

PC A61P37/08, 

PC 

A61P4 3/00,C07K16/18,C07K16/42,C12N1/15,C12N1/19,C12N1/21,C12N5/ PC 
10, 

PC C12P21/02 ,C12Q1/68,G01N3 3/53,G01N33/566,C12N15/00,C12N5/00, PC 

A61K37/02 
CC Incyte ID NO: 2851053CB1 
FH Key Location/Qualifiers 
FT source 1. .817 

FT /organism= ' Homo sapiens (human) ' . 

FEATURES Location/Qualifiers 
source 1. .817 

/organism="Homo sapiens" 
/mol_type= "genomic DNA" 
/db xref =:"taxon: 9606" 



ORIGIN 

Query Match 86.8%; Score 381.2; DB 6 

Best Local Similarity 92.4%; Pred . No. 1.5e-110 

Matches 401; Conservative 0; Mismatches 33 



Length 817; 

Indels 0; Gaps 0; 



Qy 


1 


ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 

Illllllll III II 1 1 1 II II 1 II 1 1 1 ! II 1 M 1 II M 1 1 1 M 1 1 1 1 1 1 1 1 M 1 

ATGGACATGAGAGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 


oU 


Db 


11 


70 


Qy 


61 


AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 

lllllll Mill III IIIIIIIIMIIIIIIIIIIIIIIIII mill II Illllllll 
AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTTGGAGACAGA 


120 


Db 


71 


130 


Qy 


121 


GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 

IIIIIIIIIIMIIIMMIIIIIIIM Mlllll 1 IMIIIIIII MIIMI 

GTCACCATCACTTGTCGGGCGAGTCAGGACATTAGCAATTATTTAGCCTGGTTTCAGCAG 


180 


Db 


131 


190 


Qy 


181 


AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 


240 


Db 


191 


IIMIII MMMIIIIIIIIIIMMMM II M 1 1 II 1 1 1 II M M M M M 1 

AAACCAGGGACAGCCCCTAAGTCCCTGATCTATGATACATCCAGTTTGCAAAGTGGGGTC 


250 


Qy 


241 


CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 

IIMIII MMMMMIMMMMMMMIMIMMIMMMMM IIIMII 

CCATCAAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAACAGCCTG 


300 


Db 


251 


310 


Qy 


30i 


CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 


360 


Db 


311 


IIMMMMIMMMMMMMMMMIMM M IMIIJI II IMM 

CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGCATCATAGTTATCCTCTTACTTTC 


370 


Qy 


361 


GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 

Ml MMMIII IMIIIMIIIIIIIIIIMIIMIIIIMIIIIIMIIIMII 

GGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


420 


Db 


3 71 


430 


Qy 


421 


CCGCCATCTGATGA 4 34 




Db 


431 


1 1 II II II 1 M 1 1 1 

CCGCCATCTGATGA 4 44 





RESULT 11 



AX305000 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



5 'UTR 
CDS 



PAT ll-DEC-2001 



3 ' UTR 
ORIGIN 



AX305000 974 bp DNA linear 

Sequence 29 from Patent EP1I58004 . 

AX305000 

AX3050 00 . 1 GI : 17644 67 8 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhinl; Hominidae; Homo. 

1 

Takashi,T., Katsunari , T . P . and Nobuaki,H. 

Human monoclonal antibody against a costimulatory signal 
transduction molecule ailim and pharmaceutical use thereof 
Patent: EP 1158004-A 29 28-NOV-2001; 
Japan Tobacco Inc. (JP) 

Location/ Qualifiers 

1. .974 

/organism= "Homo sapiens" 
/mol_type="unassigned DNA" 
/ db_xr e f - " t axon : 9 6 0 6 " 
1. .38 
39. .749 

/note= "unnamed protein product" 
/codon_start=l 
/protein_id="CAD19026 . 1" 
/db_xref ="GI : 17644679" 

/trans lation="MDMRVPAQLLGLLLLWFPGSRCDIQMTQSPSSVSASVGDRVTIT 
CRASQGISRLLAWYQQKPGKAPKLLIYVASSLQSGVPSRFSGSGSGTDFTLTISSLQP 
EDFATYYCQQANSFPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASWCLLNN 
FYPREAKVQWKVXINALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV 
THQGLS S PVTKS FNRGEC " 

:-tide 39. .104 

' 750. .974 



Query Match 86.8%; Score 381.2; DB 6 

Best Local Similarity 92.4%; Pred. No. 1.5e-110 
Matches 401; Conservative 0; Mismatches 33 



Length 974; 

Indels 0; Gaps 0; 



Qy 


1 


Db 


39 


Qy 


61 


Db 


99 


Qy 


121 


Db 


159 


Qy 


181 


Db 


219 


Qy 


241 



IIIIMIII I IIIIM MM 



MMMMMMM 



IMM MMMMMMMMMMMMM M MMMMI.MMMMMM 



MMMMMMMMMMIMMMMMMMMI 



MMMMM 



MM 



IMM 



MM MMI'MMMM MMMMM 



241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 



IIIMIIIIIIIIIIIMIIMIIIIIIMIMMIIIIMIIIIIMIIIIMMIIM 

Db 27 9 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 33 8 

Qy 301 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

MIIIIIIIMMIIIIilllll II II mill I I INI lllll M M 

3 3 9 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCGTGGACGTTC 3 98 
Qy 361 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

Mill IIIMIIM MM IIMIIIIMIIIIIIIIIIIIIIIMIIIIMIIIIM 

Db 3 99 GGCCAAGGGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 45 8 

Qy 42 1 CCGCCATCTGATGA 4 34 

IMIMIMMIII 

Db 45 9 CCGCCATCTGATGA 4 72 



RESULT 12 

AX306529 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

FEATURES 

source 



5 ' UTR 
CDS 



AX306529 
Sequence 
AX306529 
AX306529 . 1 



2 9 from Patent 



974 bp 
WO0187981. 



DNA 



linear 



PAT 11 -DEC- 2 001 



GI:17645749 



(human) 



sig_peptide 
3 'UTR 
ORIGIN 



Homo sapiens 
Homo sapiens 

Eukaryota; Metazoa;. Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Homihidae; Homo. 

1 

Tsuji.T., Tezuka^K. and Hori,.N. 

Human monoclonal antibody against a costimulatory signal 
transduction molecule ailim and pharmaceutical use thereof 
Patent: WO 0187981-A 29 22-NOV-2001; 
Japan Tobacco Inc. (JP) 

Location/ Qualifiers 

1. .974 

/organism="Homo sapiens" 
/mol_type="unassigned DNA" 
/db_xref ="taxon: 9606" 
1. .38 
39. .749 

/note= "unnamed protein product" 
/ codon_start=l 
/protein_id="CAD19048 .1" 
/db_xref="GI : 17645750" 

/translation="MDMRVPAQLLGLLLLWFPGSRCDIQMTQSPSSVSASVGDRVTlT 
CRASQGISRLLAWYQQKPGKAPKLLIYVASSLQSGVPSRFSGSGSGTDFTLTISSLQP 
EDFATYYCQQANSFPWTFGQGTKVETKRTVAAPSVFIFPPSDEQLKSGTASWCLLNN 
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV 
THQGLS S PVTKS FNRGEC " 
39. .104 
750. .974 



Query Match 86.8%; 
Best Local Similarity 92.4%; 
Matches 401; Conservative 



Score 3 81.2; DB 6 
Pred. No. 1.5e-110 
0; Mismatches 3 3 



Length 974; 

Indels 0; Gaps 0; 



Qy 

Db 

Qy 

Db 

Qy 

Db 

Qy 

Db 

Oy 

Db 

Qy 

Db 
Qy 

Db 

Qy 

Db 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IIIMIMI I llllll MIIIIIMIMIIiilMMMIIII IIIIIIMI II 

3 9 ATGGACATG AGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 9 8 

6 1 AGATGTGACATCCAGATGAGCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Mill IIIIIIIIIIIIIMIIIIIIIIIII M IIIIIIIIIIIIMMIIIIIII 
99 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 158 

121 GTCACCATGACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

I I IIIIILIIIIIIIII Mill I llllll IIIMIMI I Illllll IIIIIIIMIII 

15 9 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGGTTGTTAGCCTGGTATCAGCAG 218 
181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

MIIMI IIIIIMIMII IIIMIIIM IIIIIIIIMMIIIIIIIIIIIII 

219 AAACCAGGGAAAGCCCCTAAACTCCTGATCTATGTTGCATCCAGTTTGCAAAGTGGGGTC 278 
2 41 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

I I llllll Illllll llllll II I IIIIIIIIIIIMIIMIIIIIIIIIIIIIIIMM 

2 7 9 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGGAGCCTG 3 3 8 

3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 . 

MMMMIMMMMMMM II M MUM M MM Mill II II 

3 3 9 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCGTGGACGTTC 3 98 
3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 2 0 

Mill Ml llllll MM II llllll IIMIIMMI llllll MUM IIIIIMI 

3 99 GGCCAAGGGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 458 
421 CCGCCATCTGATGA 434 

Illllll MIIMI 

45 9 CCGCCATCTGATGA 472 



RESULT 13 

BD131246 

LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 

COMMENT 



Chordata ; 
Primates ; 



Craniata ; Vertebrata ; Euteleostomi ; 
Catarrhini ; Hominidae ; Homo . 



BD131246 974 bp DNA linear PAT 18-SEP-2002 

Human monoclonal antibody against const imulation transducer 
molecule AILIM and medicinal utilization thereof. 
BD131246 

BD13124 6 . 1 GI : 23226191 
JP 2002034581-A/28 . 
Homo sapiens (human) 
Homo sapiens 
Eukaryota; Metazoa; 
Mamma 1 i a ; Eu t he r i a ; 
1 (bases 1 to 974) 
Tsuji,T., Tezuka,K. and Hori,N. 

Human monoclonal antibody against constimulat ion transducer 

molecule AILIM and medicinal utilization thereof 

Patent: JP 2002034581-A 28 05-FEB-2002; 

JAPAN TOBACCO INC 

OS Homo sapiens (human) 

PN JP 2002034581-A/28 

PD 05-FEB-2002 

PF 30-MAR-2001 JP 2001099508 

PI TAKASHI TSUJI.KATSUNARI TEZUKA, NOBUAKI HORI 

PC C12N15/09,A61K31/7 0 8 8, A61K3 8/00, A61K3 9/3 95 , A61K3 9/3 95, A61K4 5/ 



/ 



PC 00., A61P37/08 , 

PC A61P4 3/00, A61P4 3/0 0, C07K16/2 8,C07K16/46, C07K19/00,C12N5/10, PC 
C12N15/02 , 

PC 

C12P2l/08,G01N3 3/l5,G01N33/50,G01N33/53,G01N3 3/566,G01N3 3/577// PC 

(C12P21/0 8,C12R1 : 91) , C12N15/00 , A61K37/02 , C12N5/00, C12N15/00 CC 
Human monoclonal antibody against constimulat ion transducer CC 
molecule AILIM 



CC 


and medicinal 


utilization thereof 


FH 


Key 


Location/Qualifiers 


FT 


5 'UTR 


(l). -(38) 


FT 


CDS 


(39) . . (749) 


FT 


3 ' UTR 


(750) . . (974) 


FT 


sig ^peptide 


(39) . . (104) . 



FEATURES 

source- 



ORIGIN 



Location/Qualifiers 
1. .974 

/organism= "Homo sapiens" 
/mol_type^ "genomic DNA" 
/db xref ="taxon: 9606" 



Query Match 8 6.8%; 

Best Local Similarity 92.4%; 
Matches 401; Conservative 



Score 3 81,2; DB 6; 
Pred. No. 1.5e-110; 
0; Mismatches 33; 



Length 974; 
Indels 0; Gaps 



0; 



Qy 


1 


ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 


60 


Db 


3 9 


IMIIIIII 1 MINI IIIIIIMMMMMIMMMIIII IMIMIM M 

ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 


98 


Qy 


61 


AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 

1 1 1 1 M 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 M 1 1 1 M 1 M 1 1 M 1 1 1 1 1 1 

AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 


120 


Db 


99 


158 


Qy 


121 


GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 

IMMIMIIMIIIIIIMIIIMIIIMIIIMIII 1 M 1 1 M M 1 1 1 1 1 1 1 M 1 1 

GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGGTTGTTAGCCTGGTATCAGCAG 


180 


Db 


159 


218 


Qy 


181 


AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 

IIMIIMIMIIIIMII llllllllll MIIIMIIIIIIIMIIIIMIII 

AAACCAGGGAAAGCCCCTTUyVCTCCTGATCTATGTTGCATCCAGTTTGCAAAGTGGGGTC 


240 


Db 


219 


278 


Qy 


241 


CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 

{ M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 M 

CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 


300 


Db 


' 279^ 


338 


Qy 


301 


CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 

IMIIIIII IMIIIIIIMIII INI MINI 1 Mill Mill II II 

CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCGTGGACGTTC 


360 


Db 


339 


398 


Qy 


361 


GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


420 


Db 


399 


Mill IMMMII MM IIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 

GGCCAAGGGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


458 


Qy 


421 


CCGCCATCTGATGA 4 34 




Db 


459 


MIMMIMMM 

CCGCCATCTGATGA 472 





RESULT 14 

AK129817 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 
JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



COMMENT 



FEATURES 

source 



AK129817 928 bp mRNA linear PRI lO-SEP-2003 

Homo sapiens cDNA FLJ26306 fis, clone DMC08285. 

AKI29817 

AK12 9817 .1 GI : 345 2 64 3 7 

oligo capping; fis {full insert sequence) . 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini ; Hominidae; Homo. 

1 

Ota,T., Nakagawa.S., Senoh,A., Mizuguchi , H , , Inagaki.H., Suzuki, Y., 

Hata,H., Nakagawa^K., Mizuno,S., Morinaga,M., Kawamura,M., 

Sugiyama,T., Irie,R., Otsuki,T., Sato,H., Nishikawa , T . , 

Sugiyama,A., Kawakami , B , , Nagai,K., Isogai,T. and Sugano,S- 

NEDO human cDNA sequencing project 

Unpublished 

2 (bases 1 to 928) 

Sugano,S. and Suzuki, Y. 

Direct Submission 

Submitted (31- JUL-2003 ) Sumio Sugano, Institute of Medical Science, 
University of Tokyo, Laboratory of Genome Structure, Human Genome 
Center; Shirokane-dai , 4-6-1, Minato-ku, Tokyo 108-8639, Japan 
(E-mail : f lcdna@ims . u- tokyo . ac . jp, Tel : 81-3 -544 9-5286 , 
Fax:81-3-5449-5416) 

NEDO human cDNA sequencing project supported by Ministry of 
Economy, Trade and Industry of Japan; cDNA full insert sequencing: ^ 
Research Association for Biotechnology (RAB) ; cDNA library 
construction and 5 '-end one pass sequencing: Institute of Medical 
Science, University of Tokyo, Laboratory of Genome Structure, Human 
Genome Center; 3 ' -end one pass sequencing: RAB; clone selection for 
full insert sequencing: RAB and Helix Research Institute. 

Location/Qualifiers 

1. .928 

/organism= "Homo sapiens" 
/mol_type="mRNA" 
/db_xref-"taxon: 9^60 6" 
/clone="DMC08285" 
/tissue_type= "dermoid tumor" 
/clone__lib="DMC" 

/note= "cloning vector: pME18SFL3" 



ORIGIN 



Query Match 86.5%; Score 379.6; DB 9; Length 928; 

Best Local Similarity 92.2%; Fred. No. 5e-110; 

Matches 400; Conservative 0; Mismatches 34; Indels 0; Gaps 0; 



Qy 

Db 

Qy 

Db 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IIIIMIII I IIIMIIIIIIIIIMIIIIIIIIIMIIIIIII IIIIMIIIII 

2 4 ATGGACATGAGGGTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCC 8 3 
6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Illllll Illllll I Illllllll IMMIII I lllllillllllllllilllllll 

84 AGATGTGCCATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGA 143 



Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 

1 1 Ml Ml III IN Mill II II MM II III Ml I 11 II II M II II III I 

Ob 14 4 GTCACCATCACTTGCCGGGCCAGTCAGGGCATTAGCAGTTATTTAGCCTGGTTTCAGCAA 2 03 

Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

MIIIM IIIIIIMIIIM IIMIIIIII lllllllll IIIMIIIIIIIMII 

Db 2 04 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCACTTTGCAAAGTGGGGTC 2 63 . 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

MMIIIIIII MMMMMMMMMMMMMMMMMIMMMMMMM 

Db 2 64 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 323 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

MMMMMMMMMMIMMMM IIMM I MM III Ml IMIM 

Db 324 CAGCCTGAAGATTTTGCAACTTATTACTGTCAACAGGTTAATAGTTACCCTCTCACTTTC 3 83 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 20 

MM Mill III MM IIIIIIIIIMIIIIIIIMIIIIIIIIIIIMMIIM 

Db 3 84 GGCCCTGGGACCAAAGTGGATATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 44 3 

Qy 421 CCGCCATCTGATGA 4 34 

MIIIMIIMIM 

Db 4 44 CCGCCATCTGATGA 457 



RESULT 15 
AR161402 

LOCaS A.R161402 3819 bp DNA linear PAT 17-OCT-2001 

DEFINITION Sequence 393 from patent US 6255458. 
ACCESSION AR1614 02 

VERSION AR161402.1 GI: 16227274 

KEYWORDS 

SOURCE Unknown. 

ORGANISM Unknown. 

Unclassified. 
REFERENCE 1 (bases 1 to 3 819) 

AUTHORS Lonbe r g , N . and Kay , R . M . 

TITLE High affinity human antibodies and human antibodies against digoxin 

JOURNAL Patent: US 6255458-A 393 03-JUL-2001; 
FEATURES Location/Qualifiers 
source 1. .3819 

/ organi sm= " unknown " 
/mol_type=" Unas signed DNA" 

ORIGIN 



Query Match 86.1%; Score 377.8; DB 6 

Best Local Similarity 92.5%; Pred. No. 1.6e-109 
Matches 397; Conservative 0; Mismatches 32 



Length 3 819; 

Indels 0; Gaps 0; 



Qy 6 CATGGAGTTCCCCGTTCAGCTCCTGGGGGTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 65 

MM I MM I lllllllll II IIIMMMIMII MIIIMM MIIIM 

Db 244 5 CATGATGGTCCCAGCTCAGCTCCTCGGTCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATG 2 5 04 

Qy 6 6 TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 125 

MMMMMMIMMMIMMM II M M M II 1 1 M I M II II II II M I II 

Db 2 50 5 CGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCAC 2 5 64 



Qy 12 6 CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 18 5 

IIIIIMIIIIIMMMIMM MIIIIIIIIIIMIMIMMIMIIIM Mill 

Db 2 5 65 CATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAAACC 2 62 4 

Qy 186 AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 24 5 

II MM! II III I mill II II IIMIIIIIIIIIIIIIIIIII Mill III 

Db 2 62 5 AGGTAAAGCACCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGTGTCCCATC 2 684 

Qy 24 6 AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 3 05 

I M I II II I M I I II 1 1 II II 1 1 II I M II 1 1 II I II II 1 11 II M M 1 1 M II I M 1 1 

Db 2685 AAGGTTCAGCGGAAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 2 74 4 

Qy 3 06 TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTTGGCCA 3 65 

IIIIIIMIIIIIillM II II mill I MUM IIIIIIIIIIIIIM M 

Db 274 5 TGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGTCA 2 8 04 

Qy 3 66 GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 42 5 

Ml MIIIIIIIIIIIIMMMMIIMIIIIIIIIIIIIIIIMIMIIMIIIIM 

Db 2 80 5 GGGAACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 2 864 

Qy 42 6 ATCTGATGA 4 34 

MIIIMII 

Db 2 865 ATCTGATGA 2 87 3 



Search completed: December 2, 2004, 17:01:16 
Job time : 2349.55 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2 0 04 Compugen Ltd. 

OM nucleic - nucleic search, using sw model 

Run on: December 2, 2004, 12:19:02 ; Search time 339.909 Seconds 

{without alignments) 
6779.752 Million cell updates/sec 

Title: US-08-728-463B-208 
Perfect score: 439 

Sequence: 1 ATGGACATGGAGTTCCCCGT CCCGCCATCTGATGAAGCTT 43 9 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4134886 seqs, 2624710521 residues 

Total number of hits satisfying chosen parameters: 8269772 

Minimum DB seq length: 0 

Maximum DB seq length; 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_23Sep04 : * 



1: geneseqnl980s : * 
2: geneseqnl990s : * 
3: geneseqn2000s : * . 
4: geneseqn2001as : * 
5: geneseqn2 OOlbs : * 
6: geneseqn2002as : * 
7 : geneseqn2002bs : * 
8: geneseqn2003as : * 
9: geneseqn2003bs : * 
10: geneseqn2003cs : * 
11: geneseqn2003ds : * 
12 : geneseqn2004s : * 

Pred- No. is the number of results predicted by chance to have a 
score greater than or equal to the, score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



o , 


Score 


Match 


Length 


Uo 


±u 


Description 


1 


43 9 


100 . 


0 


4 j5 y 




P!J\ i / J ft O 


Aat7 3443 Human imm 


2 


4 3 7.4 


99. 


6 


4 o y 


z 


fl a "7 O T Q Q 


Aaz21995 Partial n 


3 


4 09 


93 . 


2 


4 uy 


Z 


AAV J y Z X 


Aav3 9241 Functiona 


4 


3 92 . 4 


89. 


4 


/II 


1 Z 


AJJrio z y D D 


Adm3 2 966 Nucleotid 


5 


3 89 


88 , 


6 


4 6-5 


Q 

o 


AA-UO O Z Z -L 


Aad5 6221 Human AB- 


6 


3 39 


88. 


6 


£r n Q o 
b U oz 


Q 
O 


AAJJD d z _l z 


Aad56212 Human AB- 


7 


3 65.8 


87 . 


9 


4 D -5 


Q 


AAU 3 D Z ± -/ 


Aad56219 Human AB-' 


8 


335.8 


87 . 


9 


A Q T 

D 0 o2 


O 


AAJJd b Z 1 jl 


Aad56 211 Human AB- 


9 


3 81.2 


86 . 


8 


P 1 "7 
t5 -L / 


-3 


r\rxrt.Z / J O -7 


Aaa2 73 8 9 Human IGF 


10 


531 . 2 


86. 


8 


974 


6 


AAS99473 


Aas99473 Anti-huma 


11 


377 . 8 


86. 


1 


3819 


2 


AAT7 8 825 


Aat7 8 82 5 Kappa lig 


12 


377 . 8 


86. 


1 


3819 


2 


AAV39266 


Aav39266 Plasmid p 


13 


377 . 8 


86 . 


1 


3819 


2 


AAZ22020 


Aaz22020 Nucleotid 


14 


376.4 


85 . 


7 


438 


4 


AAH41157 


Aah4115 7 Human cod 


15 


376 .4 


85 


7 


728 


8 


ABT31B82 


Abt31882 Anti-CD40 


16 


376 .4 


85 


7 


1106 


6 


ABQ54241 


Abq54 241 Human ova 


17 


373 .6 


85 


1 


705 


10 


ADE28412 


Ade2 8412 Human ant 


18 


373 .2 


85 


0 


981 


12 


ADP07904 


Adp07 904 Human imm 


19 


373 


85 


0 


711 


11 


ADM47072 


Adm4 7072 Mouse ant 


20 


370 


84 


3 


871 


8 


ACC46532 


ACC46532 Human dit 


21 


368 . 8 


84 


.0 


705 


10 


ADE28428 


Ade2 842 8 Human ant 


22 


368 .4 


83 


. 9 


714 


3 


AAA46899 


Aaa4 68 99 DNA encod 


23 


368 .4 


83 


- 9 


714 


10 


AAD54350 


Aad54350 Human 11. 


24 


365 .2 


83 


.2 


698 


8 


ABT31880 


Abt31880 Anti-CD40 


25 


3 65 .2 


83 


.2 


729 


3 


AAA11630 


Aaall630 Human imm 


26 


365.2 


83 


.2 


729 


6 


ABL46009 


Abl46009 Humanised 


27 


365 !2 


83 


. 2 


1066 


2 


AAQ4 994 3 


Aaq4 994 3 Human ant 


28 


360 .4 


82 


. 1 


490 


9 


ACH5 0 647 


Ach5064 7 Human mam 


29 


357 .8 


81 


.5 


420 


2 


AAT73445 


Aat7 3445 Human imm 


30 


357 . 8 


81 


. 5 


420 


2 


AAV39293 


Aav3 92 93 Synthetic 


31 


357 . 8 


81 


.5 


420 


2 


AAZ22047 


Aaz22047 Nucleotid 


32 


356 . 8 


81 


. 3 


384 


10 


AAL56203 


Aal56203 Human C40 


33 


355 .6 


81 


. 0 


1526 


12 


ADN97514 


Adn97514 Artificia 


34 


355.4 


81 


. 0 


737 


6 


AAD31829 


Aad3182 9 Human pan 


35 


353 


80 


,4 


928 


4 


AAH26799 


Aah2 67 99 Human imm 



6 D 


^ c: 9 
J J Z . 


p 


p n 
O u . 


A 


94 5 


2 


A AO? 0 0 6 7 


Aaq20067 


Encodes 1 


1 T 

3 / 


1 R 0 
O D Z . 


A 


0 n 




Q4 4 


4 


AAF4 4 ft 97 


Aaf 44892 


Human bre 


3 8 


^ O 


. Z 


o u . 


O 

z 


92 8 


3 


AAA97'^9'^ 


Aaa27393 


Human IGF 




352 


. 2 


80 . 


, 2 


93 6 


3 


AAA2 7 3 90 


Aaa27390 


Human IGF 


40 


351 , 


.4 


80 . 


, 0 


684 


4 


AAH30048 


Aah30048 


TRO0 05 ka 


41 


35l' 


^2 


80 . 


, 0 


388 


2 


AAT73441 


Aat73441 


Human imm 


42 


351, 


.2 


80 . 


, 0 


388 


2 


AAV3 92 3 9 


Aav3 92 3 9 


Functiona 


43 


351 


. 2 


80 . 


. 0 


388 


2 


AAZ21993 


Aaz21993 


Partial n 


44 


350 


. 8 


19. 


. 9 


19035 


2 


AAV61794 


Aav617 94 


Traget pi 


45 


350 


.6 


79. 


. 9 


917 


3 


AAA27381 


Aaa27381 


Human IGF 



ALIGNMENTS 



RESULT 1 
AAT73443 

ID AAT73443 Standard; DNA; 439 BP. 
XX 

AC AAT7 344 3; 
XX 

DT 03-DEC-1997 {first entry) 
XX 

DK Human immunoglobulin light chain variable region partial transcript. 
XX 

KW Ig; affinity constant; human; antigen; hybridoma; B cell; transgene; 
KW transgenic; mouse; CD4 ; antibody; autoimmune; inflammatory; 
KW . transplant rejection; ss. 

XX 

OS Homo sapiens . 
XX 

PN W09713852-A1 . 
XX 

PD 17 -APR- 1997 . 
XX 

PF 10-OCT~1996; 96WO-US016433 . 
XX 

PR lO-CCT-1995; 95US - 005444 04 . 
XX 

PA (GENP-) GENPHARM INT INC- 
XX 

PI Lonberg N, Kay RM; 
XX 

DR WPI; 1597-235888/21. 

PT Novel anti-CD4 antibody produced by transgenic mice - used in the 

PT treatment of auto-immune disease etc. 

XX 

PS Claim 44; Page 256; 396pp; English. 
XX 

CC A novel composition has been developed which comprises an immunoglobulin 
CC (Ig) having an affinity constant (Ka) of at least 2 multiply 1000000000 M 
CC -1 for binding to a predetermined human antigen. The present sequence 
CC represents a human light chain variable region partial nucleotide 
CC sequence, 4D1 kappa, which encodes an amino acid sequence from a claimed 
CC immunoglobulin that specifically binds human CD4 . The anti-CD4 antibodies 
CC may be used in therapeutic and diagnostic applications, especially for 



CC the treatment of human diseases. These antibodies reduce activity of CD4 
CC cells and reduce undesirable autoimmune reactions, inflammatory response 
CC and transplant rejection. Transgenic animals are capable of producing 
CC heterologous antibodies of multiple isotypes by undergoing isotype 
CC switching. These animals produce a first Ig type that is necessary for 
CC antigen-stimulated B-cell maturation and can switch to encode and produce 
CC one or more subsequent heterologous isotypes 
XX 

SQ Sequence 439 BP; 100 A; 122 C; 106 G; 111 T; 0 U; 0 Others- 
Query Match 100.0%; Score 439; DB 2 ; Length 439; 
Best Local Similarity 100.0%; Pred. No. 6e-127; 

Matches 4 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Ov 


1 


ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 

IIIIIIIIIIMIIIIIIIIIIIIiMMIIIIIIIIMMIIIIIIIMIIIIIIIMI 

ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 


60 


Db 


1 


60 


Qy 


61 


AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 

MIIIMMIIIIIIMIMMIIIIIMMIMIIIIIIIIIIMIMIIIIMIIIII 

AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 


120 


Db 


61 


120 


Qy 


121 


GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 

Mill MM MIIIIIIIIIM MINI Mill IIIMIIIMIIIMMIIIIIMIII 

PTparrnTraPTTriTrnGGrGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 


180 


Db 


121 


130 


Qy 


181 


AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 

MMIIII IIIIIIIIIIIIMMMIIIMIIIIIIIIIMIMI IIIIIMMIIMI 

AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 


240 


Db 


181 


240 


Qy 


241 


CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 

MMMIM Ill Ml MUM Mill Ml MM IIMIMIIIIII 

CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 


300 


Db 


241 


300 


Qy 


301 


CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 

MIMMIMMM MIMIMMIIIIMMM IMMMIIIII IIIIIIMIIMM 

CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 


360 


Db 


301 


360 


Qy 


361 


GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


420 


Db 


361 


M 1 1 M M 1 II II 1 1 II M 1 M M M 1 1 II 1 II M 1 1 M M 1 M M M II II 1 II 1 1 1 M 

GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


420 


Qy 


421 


CCGCCATCTGATGAAGCTT 43 9 




Db 


421 


MMMMIMMMMM 

CCGCCATCTGATGAAGCTT 4 3 9 





RESULT 2 
AAZ21995 

ID AAZ21995 standard; DNA; 439 BP. 
XX 

AC AAZ21995,; 
XX 

DT 24-NOV-1999 (first entry) 
XX 

DE Partial nucleotide sequence for a functional transcript 4Dl-kappa. 
XX 



KW 

KW 

KW 

KW 

KW 

XX 

OS 

OS 

XX 

PN 

XX 

PD 

XX 
PF 

XX 
PR 
XX 
PA 
XX 
PI 
XX 
DR 
XX 
PT 
PT 
XX 
PS 
XX 

cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 

XX 
SQ 



Transgenic animal; heterologous antibody; hybridoma; B cell; 
transgenic mouse; human heavy chain transgene; digoxin; PCR primer; 
human light chain transgene; immortalized cell; immunoglobulin; 
Shinga-like toxin; autoimmune disease; cancer; infectious disease; 
transplant rejection; blood disorder; coagulation disorder; ss . 

Synthetic . 
Homo sapiens. 

W09945962-A1 . 



16-SEP-1999, 



12-MAR-1999; 



13 -MAR- 1998; 



99WO-US005535 , 



98US-00042353 . 



(GENP-) GENPHARM INT INC - 

Lonberg Fishwild DM, Ball WJ; 

WPI ; 1999-551219/46 . 

Novel transgenic non-human animals used to produce heterologous 
antibodies. 

Example 41; Page 305-306; 484pp; English. 

The specification describes transgenic animals that are capable of 
producing a heterologous antibody. The antibodies are isolated form a 
hybridoma, comprising B cells, that is obtained from a transgenic mouse 
having a genome comprising a human heavy chain transgene and a- human 
light chain transgene. The B cells are fused to immortalized cells 
suitable for generating a hybridoma, which produces a detectable amount 
of an immunoglobulin that specifically binds digoxin or Shinga-like 
toxin. B cells from transgenic animals can be used to generate hybridomas 
expressing monoclonal high affinity human sequence antibodies. Antibodies 
produced from the transgenic animals of the invention can be used to 
treat human diseases, e.g. autoimmune diseases, cancer, infectious 
disease, transplant rejection, blood disorders such as coagulation 
disorders and other diseases. The present sequence represents a partial 
nucleotide sequence for a functional transcript used in the course of the 
invention 



Sequenc 



e 439 BP; 100 A; 123 C; 105 G;^ 111 T; 0 U; 0 Other; 



Query Match 99.6%; Score 437.4; DB 2 

Best Local Similarity 99.8%; Pred. No. 1.9e-126 
Matches 438; Conservative 0; Mismatches 1 



Length 43 9; 

Indels 0; Gaps 



Qy 

Db 

Qy 

Db 



1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IIIIMMIIIMMIMMMIIIIIIIIIIMIIIMMMIIIIMMIMIIIIII 

1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 
6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

MIIMIMMMIIIIIMIIIIMIIIIMMIMIIIIIIIIMMMIM Mill 

6 1 AGATGTGAC ATCC AG ATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGACAC AGA 12 0 



Ov 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 

MMIMIIIIIIIIIIMIIIIMIIIMMIMIIIMIM I! MM 

121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 
Ov 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IMIMMMMMMMMMMMMMMMMMMMMMMMMMMMM 

Db 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Ov 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 30 0 

IIMMMMMIMMMIMMMMMMMMMMMM MM MM Ml 

Db 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 30 0 

Ov 301 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

IIIIIIMMMMMMMMMI I M M M M M M M M M I M M M M M 

Db 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

QV 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

II MMM MMMMMIMMIMMMMMMMMMMMIMMMMMIM 

Db 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCAT.CTGTCTTCATCTTC 42 0 

Qy 421 CCGCCATCTGATGAAGCTT 43 9 

IIIIIIIIIIMIIIIIII 

Db 421 CCGCCATCTGATGAAGCTT 43 9 



RESULT 3 
AAV3 9241 

ID AAV3 92 41 standard; DNA; 4 09 BP. 
XX 

AC AA.V39241; 
XX 

DT 18-DEC-1998 (first entry) 
XX 

DE Functional kappa transcript isolated from transgenic cell line.4Dl. 
XX 

KW Transgenic animal; human heterologous antibody; transgene; 

KW isotype switching; neutrophil efflux; reperfusion injury; CD4 binding; 

KW autoimmune reaction; inflammatory response; transplant rejection; 

KW acid induced lung injury; acute adult respiratory distress syndrome; 

KW ARDS; vasculitis; septic shock; allergic reaction; asthma; 

KW cystic fibrosis; ss. 

XX 

OS Synthetic. 

OS Homo sapiens . 

OS Mus sp. 
XX 

PN W09824884-A1 . 
XX 

PD ll-JUN-1998. 
XX 

PF Ol-DEC-1997; 97WO-US02 1803 . 
XX 

PR 02-DEC-1996; 96US - 00758417 . 
XX 

PA (GENP-) GENPHARM INT. 
XX 



PI Lonberg N, Kay RM; 
XX 

DR WPI; 1998-333306/29- 
XX ' 

PT Hybridoma producing antibody specific for interleukin- 8 - used to prevent 

PT efflux of neutrophils from vasculature, and treat reperfusion injury. 
XX 

PS Example 41; Page 304-305; 452pp; English. 
XX 

CC AAV39232-41 represent functional transcripts of a human IgGKappa anti-CD4 

CC antibody. The sequences are isolated from 5 different transgenic mouse 

CC hybridoma cell lines. The specification describes transgenic non-human 

CC animals, especially a mouse, which are capable of producing a human 

CC heterologous antibodies of multiple isotypes by undergoing isotype 

CC switching. The transgenic animals have human heavy and light chain 

CC transgenes. The transgenes are capable of functionally rearranging a 

CC heterologous diversity (D) gene in a variable-diversity- junction (V--D-J) 

CC recombination. The transgenes include a heavy chain transgene comprising 

CC at least one V, D and J gene segment, and one constant region gene 

CC segment. The immunoglobulin (Ig) light chain transgene comprises at least 

CC one V and J gene segment and one constant region gene segment. The gene 

CC segments are heterologous to the transgenic animal. The antibody can be 

CC used to prevent efflux of neutrophils from vasculature. It can also be 

CC used to treat reperfusion injury. CD4 binding antibodies are used to 

CC reduce undesirable autoimmune reactions, inflammatory responses and 

CC rejection of transplanted organs. The anti-IL-8 antibodies can reduce 

CC tissue damage and prolong survival in animal models of acute adult 

CC respiratory distress syndrome (ARDS) and acid induced lung injury. The 

CC anti-IL-8 antibodies can also be used for the treatment of vasculitis, 

CC septic shock, allergic reactions (e.g. asthma) and cystic fibrosis 

XX 

SO Sequence 409 BP; 95 A; 112 C; 102 G; 100 T; 0 U; 0 Other; 

Query Match 93.2%; Score 409; DB 2; Length 409; 

Best Local Similarity 100.0%; Pred. No. 1.4e-117; 

Matches 409; Conservative 0/ Mismatches 0; Indels 0; Gaps 0 
Qy 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IMIMIIMIIhlllMIIMIIIIIIMIIIIMIIIIIIIIIIIIMMMMIMI 

Db 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

IIMIIIIIIIIIIIMIMIMIMIIIIMIIIIIIIIIMIIIMIIIMMMIM 

Db 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 

IIIIIIIIIIIIIIIMIMIIMMMIIMIIIIIIIIMIIIIMMIIMMIIM 

Db 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIIIIIIIIIIIIIIIIIIIIMIMIMMIiMIIIMMIIIIIMIMIIIIII 

Db 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

IIIIMIIIIIIIIIIIilllllllllllllllllllllllMMIIIIMIIIIIIIII 

Db 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 



3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

I 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 M I 1 1 1 1 1 M 1 1 1 1 1 I i 1 1 1 1 1 1 I M 1 1 1 1 1 M 1 1 1 1 1 M I M 

301 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 
Qy 361 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTG 4 09 

IIIIIIIMMIIIIIIIIMIIIIIIIIIMIIIIMIIIIIIIIIII 

Db 361 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTG 4 09 



RESULT 4 
ADM32966 

ID ADM32966 standard; DNA; 711 BP. 
XX 

AC ADM32966; 
XX 

DT 17-JUN-2004 (first entry) 
XX 

DE Nucleotide sequence of a human kappa light chain homologue . 
XX 

KW protein production; moss; protoplast; light chain; ss. 
XX 

OS Homo sapiens . 
XX 

PN WO2004024927-A1 . 
XX 

PD 25-MAR~2004. 
XX 

PF 08"SEPv2003; 2003WO-EP009959 . 
XX 

PR 12-SEP-2002; 2002EP-00020382 . 

PR ll-JUL-2003; 2003EP-00015881 . 
XX 

PA (GREE-) GREENOVATION BIOTECH GMBH. 
XX 

PI Gorr G, Launhardt H, Berg B; 
XX 

DR WPI; 2004-270051/25- 
XX 

PT Achieving transient expression of at least an extracellular non-plant 

PT protein from a heterologous nucleotide sequence in moss protoplast 

PT comprises transiently introducing into the protoplast a heterologous 

PT nucleic acid construct. 
XX 

PS Example 3; Page 34-35; 49pp; English. 
XX 

CC The specification describes a method for the production of extracellular 

CC non-plant protein from moss protoplasts. The method comprises transiently 

CC introducing into the protoplast a heterologous nucleic acid construct 

CC comprising a heterologous nucleotide sequence operably linked to a 

CC promoter. The heterologous nucleotide sequence encodes a protein selected 

CC from heterodimer, fusion antibody, immunoglobulin or single-chain 

CC antibody. The method is useful for protein production. The present 

CC sequence represents DNA encoding a human kappa light chain homologue. 

CC This polynucleotide is cloned and expressed in Physcomitrella patens 

CC using the method of the invention. 

XX 

SQ Sequence 711 BP; 184 A; 196 C; 175 G; 156 T; 0 U; 0 Other; 



Query Match 89.4%; Score 392.4; DB 12; Length 711; 

Best Local Similarity 94.0%; Pred. No. 2.8e-112; 

Matches 4 08; Conservative 0; ^ Mismatches 26; Indels ,0; Gaps 0; 
Qy 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 60 

IMIIIIM Ml II IIIIIIIIIIIIIIIMIIIIMIIIMIIIMIIIIMI 

Db 1 ATGGACATGAGAGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 60 

Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

MMMMIIMMMMMMMMMMMMIMIMMMMMII MIIIM I 

Db 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTCGGAGACACA 12 0 

Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

- IMMIIIIIIIIMIMIIMIIMII MMIM I llllllllll IMMII 

Db 121 GTCACCATCACTTGTCGGGCGAGTCAGGACATTAGCAATTATTTAGCCTGGTTTCAGCAG 180 

Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IMMII MIIMIMIMIIIIMIIIMM I II M M M II I II 1 1 II M I II M 

Db 181 AAACCAGGGAAAGCCCCTAAGTCCCTGATCTATGGTGCATGCAGTTTGCAAAGTGGGGTC 240 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

I Mill IMIIMMIMMMIIMIIIIIIIMIIMIMIMIMIMIIIIIM 

Db 241 CAATCAAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

Qy 301 rAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

MMMMMMMMMMMMMMIMMMMM I Mill M MMIM 

Db 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATAAAAGTTATCCTGTCACTTTT 360 

Qy 361 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

IIIIMIMMIMIIIIMMIIIIIIIIIIIIIIMIIMIIMMIIIIMMMM 

Db 361 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

Qy 421 CCGCCATCTGATGA 4 34 

IIMMMIIIIII 

Db 421 CCGCCATCTGATGA 4 34 



RESULT 5 
AAD56221 

ID AAD56221 standard; DNA; 463 BP. 
XX 

AC AAD56221; 

XX ■ 

DT 07-AUG-2003 (first entry) 

XX 

DE Human AB-PGl -XGl-051 PSMA antibody light chain variable region (VL) DNA. 
XX 

KW Human; Prostate specific membrane antigen; carcinoma; sarcoma; cancer; 

KW PSMA; melanoma; therapy; N-acetylated alpha-linked acidic dipeptidase; 

KW folate hydrolase; dipeptidyl dipeptidase IV; gamma -glutamyl hydrolase; 

KW NAALADase; antibody; light chain variable region; VL; gene; ds . 
XX 

OS Homo sapiens . 
XX 

FH Key Location/Qualifiers 

FT CDS 11. .391 



FT /*tag= a 

PT /product- "PSMA antibody light chain variable region" 

PT /note- "No stop codon" 

PT ./partial 
XX 

PN WO2003034903 -A2 . 
XX 

PD Ol-MAY-2003. 
XX 

PF 23-OCT-2002; 2002WO-US03 3944 . 
XX 

PR 23-OCT-2001; 2001US-0335215P . 

PR 07-MAR-2002; 2002US-0362747P . 

PR 20-SEP-2002; 2002US-0412618P . 
XX 

PA (PSMA) PSMA DEV CO LLC. 
XX 

PI Maddon PJ, Donovan GP, Olson WC, Schuelke N, Gardner J, Ma D; 
.XX 

DR WPT; 2003-403281/38. 

DR P-PSDB; AAE37206. 
XX 

PT Novel isolated antibody which binds to epitope on prostate specific 

PT membrane antigen, and competitively inhibits binding of second antibody 

PT to its target epitope on the antigen, useful for treating prostate 

PT c anger. 

XX 

PS Claim 20; Page 232-233; 238pp; English. 
XX 

CC The invention relates to an antibody or its antigen-binding fragment- 

CC which specifically binds to epitope on prostate specific membrane antigen 

GC (PSMA) , and competitively inhibits the specific binding of a second 

CC antibody to its target epitope on PSMA. The invention is useful for 

CC diagnosing, treating or preventing PSMA-mediated disease such as prostate 

CC cancer or non-prostate cancer bladder chosen from cancer including 

CC transitional cell carcinoma, pancreatic cancer including pancreatic duct 

CC carcinoma, lung cancer including non-small cell lung carcinoma, kidney 

CC cancer including conventional renal cell carcinoma, sarcoma including 

CC soft tissue sarcoma, breast cancer including breast carcinoma, brain 

CC cancer including glioblastoma multiforme, neuroendocrine carcinoma, colon 

CC cancer including colonic carcinoma, testicular cancer including 

CC testicular embryonal carcinoma, or melanoma including malignant melanoma. 

CC The invention is useful also for inhibiting or enhancing folate hydrolase 

CC activity of a folate hydrolase polypeptide, N-acetylated alpha-linked 

CC acidic dipeptidase (NAALADase) activity of a NAALADase polypeptide, 

CC dipeptidyl dipeptidase IV activity of a dipeptidyl dipeptidase IV 

CC polypeptide, gamma -glutamyl hydrolase activity of a gamma -glutamyl 

CC hydrolase polypeptide. The present sequence is human PSMA antibody light 

CC chain variable region (VL) DNA 

XX 

SQ Sequence 463 BP; 106 A; 130 C; 111 G; 116 T; 0 U; 0 Other; 

Query Match 88.6%; Score 389; DB 8; Length 463; 

Best Local Similarity 94.2%; Pred . No. 2.8e-lll; 

Matches 404; Conservative 0; Mismatches 25; Indels 0; Gaps 0 



Qy 



6 CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 6 5 



Illllll 



Db 


10 


CATGAGGGTCCCTGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 


69 


Qy 


66 


TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 


125 


Db 


70 


M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M M M 1 1 1 1 1. 

TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 


129 


Qy 


126 


CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 

IMIIIMIIMIIIIIIIIIIII IIIIM 1 llllllllll IIIIIMIIMI 

CATCACTTGTCGGGCGAGTCAGGGCATTAGCCATTATTTAGCCTGGTTTCAGCAGAAACC 


185 


Db 


130 


189 


Qy 


186 


AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 


245 


Db 


190 


II IMMMIMIIIIIIIIIIIIIII IIIMMIIIIIIIIMIIIIIMIIIIIII 

AGGGAAAGCCCCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 


249 


Qy 


246 


AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 

II Illllll IIIMIMIIIIIMIIMIIMIIIMMIIIillllMIIM Mill 

AAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTACAGCC 


305 


Db 


250 


309 


Qy 


306 


TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTTGGCCA 

MMMMIMMIMMMMM III Illllll IIIIM MM II MM III 

TGAAGATTTTGCAACTTATTACTGCCAACAGTATAATAGTTTCCCGCTCACTTTCGGCGG 


365 


Db 


310 


36 9 


Qy 


366 


GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 

MIIIIIM MMIMMMIMMMMMMMMMMMMIIMMMMIM 

AGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 


425 


Db 


370 


429 


Qy 


426 


ATCTGATGA 434 




Db 


430 


Illllllll 
ATCTGATGA 43 8 





RESULT 6 
AAD56212 

ID AAD56212 standard; DNA; 6082 BP. 
XX 

AC AAD56212; 
XX 

DT 07-AUG-2003 (first entry) 
XX 
DE 
XX 
KW 
KW 
KW 



Human AB-PGl-XGl-051 PSMA antibody light chain DNA. 



Human; Prostate specific membrane antigen; carcinoma; sarcoma; cancer; 
PSMA; melanoma; therapy; N-acetylated alpha- linked acidic dipeptidase; 
folate hydrolase; dipeptidyl dipeptidase IV; gamma -glutamyl hydrolase; 
KW NAAL.^J:)ase; antibody; ds . 
XX 

OS Homo sapiens. 
XX 

PN WO2003034903-A2 
XX 

PD Ol-MAY-2003. 
XX 

PF 23-OCT-2002; 2 002WO-US03 3 944 . 
XX 

PR 23-OCT-2001; 2001US-0335215P . 
PR 07-MAR-2002; 2 002US - 03 62 747P . 



PR 20-SEP-2002; 2 00205- 04 12618P . 
XX 

PA {PSMA-) PSMA DEV CO LLC. 
XX 

PI Maddon PJ, Donovan GP, Olson WC, Schuelke N, Gardner J, Ma D; 
XX 

DR WPI; 2003-403281/38. 
XX 

PT Novel isolated antibody which binds to epitope on prostate specific 

PT membrane antigen, and competitively inhibits binding of second antibody 

PT to its target epitope on the antigen, useful for treating prostate 

PT cancer. 

XX 

PS Claim 1/ Page 213-216; 238pp; English. 
XX 

CC The invention relates to an antibody or its antigen-binding fragment 

CC which specifically binds to epitope on prostate specific membrane antigen 

CC (PSMA) and competitively inhibits the specific binding of a second 

CC antibody to its target epitope on PSMA. The invention is useful for 

CC diagnosing, treating or preventing PSMA-mediated disease such as prostate 

CC cancer or non-prostate cancer bladder chosen from cancer including 

CC transitional cell carcinoma, pancreatic cancer including pancreatic duct 

CC carcinoma, lung cancer including non-small cell lung carcinoma, kidney 

CC cancer including conventional renal cell carcinoma, sarcoma including 

CC soft tissue sarcoma, breast cancer including breast carcinoma, brain 

CC cancer including glioblastoma multiforme, neuroendocrine carcinoma, colon 

CC cancer including colonic carcinoma, testicular cancer including 

CC testicular embryonal carcinoma, or melanoma including malignant melanoma* 

CC The invention is useful also for inhibiting or enhancing folate hydrolase 

CC activity of a folate hydrolase polypeptide, N-acetylated alpha- linked 

CC acidic dipeptidase (NAALADase) activity of a NAALADase polypeptide, 

CC dipeptidyl dipeptidase IV activity of a dipeptidyl dipeptidase IV 

CC polypeptide, gamma -glutamyl hydrolase activity of a gamma -glutamyl 

CC hydrolase polypeptide. The present sequence is human PSMA antibody light 

CC chain DNA 

XX 

SQ Sequence 6082 BP; 1418 A; 1594 C; 1551 G; 1519 T; 0 U; 0 Other; 



Query Match 8 8.6%; Score 3 89; DB 8; Length 6 0 82; 

Best Local Similarity 94.2%; Fred. No. 7.9e-lll; 

Matches 4 04; Conservative 0; Mismatches 25; Indels 0; Gaps 0; 
Qy 6 CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 65 

MM I MM I MMMMMMMMMMMMMMMMMMMMIMM 

Db 916 CATGAGGGTCCCTGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 975 

Qv 6 6 TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 125 

MMMMIMM MMIMMMMMMMMM MMMMMMMMMMIMI 

Db 97 6 TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 103 5 

Qy 12 6 CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 185 

MMMMIMMIMMMMM MMM I MMIMMI MMMMMM 

Db 10 3 6 C ATC ACTTGTCGGGCGAGTCAGGGCATTAGCCATTATTTAGCCTGGTTTCAGCAGAAACC 1095 



Qy 186 AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 24 5 

M M M M 1 1 M M M M M M M M I M M M M M M M M M M M M M M M I 

Db 10 96 AGGGAAAGCCCCTAAGTCCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 1155 



Qy 24 6 AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 3 05 

M 1 1 1 I 1 1 M 1 1 M I 1 1 1 1 M I 1 1 1 1 1 I 1 1 1 1 M 1 1 1 M I M 1 1 1 1 1 1 1 1 M I 1 1 1 1 1 

Db 1156 AAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTACAGCC 1215 

Qy 3 06 TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCGGTACACTTTTGGCCA 3 65 

{IMIIIIIIIIMIIIIMIIIIIIIIIIIIII llllll III! llllll III 

Db 1216 TGAAGATTTTGCAACTTATTACTGCCAACAGTATAATAGTTTCCCGCTCACTTTCGGCGG 12 7 5 

Qy 36 6 GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATGTTCCCGCC 42 5 

Mlllllll IIIIII1IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 12 7 6 AGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 13 3 5 

Qy 42 6 ATCTGATGA 4 34 

lllllllll 
Db 13 3 6 ATCTGATGA 1344 



RESULt 7 
AAD56219 

ID AAD56219 standard; DNA; 463 BP. 
XX 

AC AAD56219; 
XX 

DT 07-AUG-2003 (first entry) 
XX 

DE Human AE-PGl-XGl-026 PSMA antibody light chain variable region (VL) DNA. 
XX 

KVJ, Human; Prostate specific membrane antigen; carcinoma; sarcoma; cancer; 
KW PSMA; melanoma; therapy; N-acetylated alpha- linked acidic dipeptidase; 
KW folate hydrolase; dipeptidyl dipeptidase IV; gamma -glutamyl hydrolase; 
KW NAALADase; antibody; light chain variable region; VL; gene; ds . 
XX 

OS Homo sapiens . 
XX . 

FH Key Location/Qualif iers 

FT CDS 11. .391 

FT /*tag= a 

. FT /product= "PSMA antibody light chain variable region" 

FT /note= "No stop codon" 

FT /partial 
XX 

PN WO2003O34903-A2 . 
XX 

PD Ol-MAY-2003 . 
XX 

PF 23-OCT-2002; 2002WO-US033944 . 
XX 

PR 23-OCT-2001; 2 0 0 lUS - 0 3 35 2 15P . 
PR 07-MAR-2002 ; 2 0 0 2US - 0 3 62 74 7P . 
PR 20-SEP-2002; 2002US-0412618P . 
XX 

PA (PSMA-) PSMA DEV CO LLC. 
XX 

PI ' Maddon PJ, Donovan GP, Olson WC, Schuelke N, Gardner J, Ma D; 
XX 

DR WPI; 2003-403281/38. 



DR P-PSDB; AAE37204. 
XX 

PT Novel isolated antibody which binds to epitope on prostate specific 

PT membrane antigen, and competitively inhibits binding of second antibody 

PT to its target epitope on the antigen, useful for treating prostate 

PT cancer. 

XX 

PS Claim 20; Page 230; 238pp; English. 
XX 

CC The invention relates to an antibody or its antigen-binding fragment 

CC which specifically binds to epitope on prostate specific membrane antigen 

CC (PSMA) , and competitively inhibits the specific binding of a second 

CC antibody to its target epitope on PSMA. The invention is useful for 

CC diagnosing, treating or preventing PSMA-mediated disease such as prostate 

CC cancer or non-prostate cancer bladder chosen from cancer including 

CC transitional cell carcinoma, pancreatic cancer including pancreatic duct 

CC carcinoma, lung cancer including non- small cell lung carcinoma, kidney 

CC cancer including conventional renal cell carcinoma, sarcoma including 

CC soft tissue sarcoma, breast cancer including breast carcinoma, brain 

CC cancer including glioblastoma multiforme, neuroendocrine carcinoma, colon 

CC cancer including colonic carcinoma, testicular cancer including 

CC testicular embryonal carcinoma, or melanoma including malignant melanoma. 

CC The invention is useful also for inhibiting or enhancing folate hydrolase 

CC activity of a folate hydrolase polypeptide, N-acetylated alpha-linked 

CC acidic dipeptidase (NAALADase) activity of a NAALADase polypeptide, 

CC dipeptidyl dipeptidase IV activity of a dipeptidyl dipeptidase IV 

CC polypeptide, gamma -glutamyl hydrolase activity of a gamma -glutamyl 

CC hydrolase polypeptide. The present sequence is human PSMA antibody light 

CC chain variable region (VL) DNA 

XX 

SQ Sequence 463 BP; 109 A; 131 C; 108 G; 115 T; 0 U; 0 Other; 

Query Match 87.9%; Score 385.8; DB 8; Length 463; 

Best Local Similarity 93.7%; Pred . No. 2.8e-110; 

Matches 402; Conservative 0; Mismatches 27; Indels 0; Gaps 0 
CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 65 

MM I MMM IMMMMMMMMMMMMMMMMMMMMMM 



MMMMMMMMMMMMMMMMMliMMMMMMIMMMMI 

TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTC^ 
CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAA( 

MMMIMMMMMMMMI MM M I MMMMM MMMMM 

CATCACTTGTCGGGCGAGTCAGGGCATTACCAATTATTTAGCCTGGTTTCAGCAGAAAC 
AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCA': 

M IMMMMMMIMM MMM 1 1 M M M M M I M M M M I M M M I 

AGGGAAAGCCCCTAAGTCCCTTATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCA^ 
AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAG( 

M MMMIMMMMMMMMMMMMI MMMMMMMMMIMI 



Qy 


6 


Db 


10 


Qy 


66 


Db 


70 


Qy 


126 


Db 


130 


Qy 


186 


Db 


190 


Qy 


246 


Db 


250 



Qy 



3 06 TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTTGGCCA 365 



Db 310 TGAAGATTTTGCAACTTATTACTGCCAACAGTATAATAGTTACCCGATCACCTTCGGCCA 3 69 



Qy 



3 6 6 GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 4 2 5 



Db 




Qy 



42 6 ATCTGATGA 43 4 



Db 




RESULT 8 
AAD56211 

ID AAD56211 standard; DNA; 6082 BP. 
XX 

AC AAD56211; 
XX 

DT 07-AUG-2003 (first entry) 
XX 

DE Human AB-PGl -XGl - 026 PSMA antibody light chain DNA. 
XX 

KW Human; Prostate specific membrane antigen; carcinoma; sarcoma; cancer; 

KW PSMA; melanoma; therapy; N-acetylated alpha-linked acidic dipeptidase;' , 

KW folate hydrolase; dipeptidyl dipeptidase IV; gamma -glutamyl hydrolase; 

KW NAALADcVse; antibody; ds . 
XX 

OS Homo sapiens . ■ " 

XX 

PN WO2 0 03 0 34 903-A2 . 
XX 

PD Ol-HAY-2003. 
XX 

PF 23-OCT-2002; 2 002WO-US033 944 . 
XX 

PR 23-CCT~2001; 2 00 lUS - 03 352 15P . 

PR 07-MAR-2002; 2002US-0362747P . 

PR 20-SEP-2002;, 2 002US - 04 12618P . 
XX 

PA (PSMA-) PSMA DEV CO LLC. 
XX 

PI Maddon PJ, Donovan GP, Olson WC, Schuelke N, Gardner J, Ma D; 
XX 

DR WPI; 2003-403281/38. 
XX 

PT Novel isolated antibody which binds to epitope on prostate specific 

PT membrane antigen, and competitively inhibits binding of second antibody 

PT to its target epitope on the antigen, useful for treating prostate 

PT cancer. 

XX 

PS Claim 1; Page 209-212; 238pp; English. 
XX 

CC The invention relates to an antibody or its antigen-binding fragment 

CC which specifically binds to epitope on prostate specific membrane antigen 

CC (PSMA) , and competitively inhibits the specific binding of a second 

CC antibody to its target epitope on PSMA. The invention is useful for 

CC diagnosing, treating or preventing PSMA-mediated disease such as prostate 



CC cancer or non-prostate cancer bladder chosen from cancer including 

CC transitional cell carcinoma, pancreatic cancer including pancreatic duct 

CC carcinoma, lung cancer including non-small cell lung carcinoma, kidney 

CC cancer including conventional renal cell carcinoma, sarcoma including 

CC soft tissue sarcoma, breast cancer including breast carcinoma, brain 

CC cancer including glioblastoma multiforme, neuroendocrine carcinoma, colon 

CC cancer including colonic carcinoma, testicular cancer including 

CC testicular embryonal carcinoma, or melanoma including malignant melanoma, 

CC The invention is useful also for inhibiting or enhancing folate hydrolase 

CC activity of a folate hydrolase polypeptide, N-acetylated alpha-linked 

CC acidic dipeptidase (NAALADase) activity of a NAALADase polypeptide, 

CC dipeptidyl dipeptidase IV activity of a dipeptidyl dipeptidase IV 

CC polypeptide, gamma -glutamyl hydrolase activity of a gamma -glutamyl 

CC hydrolase polypeptide. The present sequence is human PSMA antibody light 

CC chain DNA 

XX 

SQ Sequence 6082 BP; 1421 A; 1595 C; 1548 G; 1518 T; C U; 0 Other; 

Query Match 87.9%; Score 385.8; DB 8; Length 6082; 

Best Local Similarity 93.7%; Pred. No. 8e-110; 

Matches 402; Conservative 0; Mismatches 27; Indels 0; Gaps 0; 



Qy 


6 


CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 

Mil 1 IMIII IMIIIIIMIIIIM Mill IIIIM IMIIiMIMIIMMI 

r'AT'r'Annr'T'nrnrrr'Tr'anrTrrTrinGnrTrrTGrTGCTCTGTTTCCCAGGTGCCAGATG 


65 


Db 


y 16 


975 


Qy 


66 


TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 

M M II 1 M 1 II 1 1 M II 1 M 1 1 1 1 1 M 1 1 II M M 1 II 1 M M 1 1 M 1 M M M 1 II M 

TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 


125 


Db 


976 


1035 


Qy 


126 


CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 


185 


Db 


1036 


Ml IIMMMIIIM IMIII M MM II 1 MMMMM MMMMMM 

CATCACTTGTCGGGCGAGTCAGGGCATTACCAATTATTTAGCCTGGTTTCAGCAGAAACC 


10 95 


Qy 


186 


AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 

M MMMMM MM MM IIIIM M 1 M M M M M M M M M II II M M M 

AGGGAAAGCCCCTAAGTCCCTTATCTATGCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 


245 


Db 


1096 


1155 


Qy 


246 


AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 

M Mill Ml IIIIM Mill MUM II Mill M 1 M M 1 1 1 II 1 II 1 1 II 1 M 1 1 

AAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCAGTCTCACCATCAGCAGCCTGCAGCC 


305 


Db 


1156 


1215 


Qy 


306 


TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTTGGCCA 

MMMMMMIMI MMMMMM III III MIMMIIM MMMMM 

TGAAGATTTTGCAACTTATTACTGCCAACAGTATAATAGTTACCCGATCACCTTCGGCCA 


365 


Db 


1216 


1275 


Qy 


366 


GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 


425 


Db 


1276 


Mill MM MM IIIIMIMIIIIMMIIIIIMI III Mill IMIMM 

AGGGACACGACTGGAGATTAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 


1335 


Qy 


426 


ATCTGATGA 4 34 




Db 


1336 


IIIMIMI 

ATCTGATGA 134 4 





RESULT 9 
AAA27389 



ID AAA27389 standard; cDNA; 817 BP. 
XX 

AC AAA27389; 
XX 

DT 16-AUG-2000 (first entry) 
XX 

DE Human IGFAM-9 immunoglobulin coding sequence. 
XX 

KW Human; immunoglobulin; lGFAM-9; IGFAM; immune disorder; cancer; 

KW infection; inflammation; haematopoiesis ; AIDS; allergy; ss . 
XX 

OS Homo sapiens. 

XX 

FH Key Location/Qualifiers 

FT CDS 11- -721 

FT /*tag- a 

FT /product- "IGFAM-9" 

FT sig_peptide 11. .76 

FT /*tag= b 

FT mat_peptide 77. .718 

FT /*tag= c 

XX 

PN WO200029583-A2 . 
XX 

PD 25-MAY-2000. 

XX : 

PF i9-NOV~1999; 99WO-US02 7566 . 
XX 

PR 19-NOV-1998; 98US-00195853 . 

PR 22-DEC-1998; 98US- 0113635P . 

PR 07-APR-1999; 99US- 0126194P. 
XX 

PA {INCY-) INCYTE PHARM INC. 
XX 

PI Yue H, Tang YT, Corley NC, Guegler KJ, Gorgone GA, Baughn MR; 

PI Lu DAM, Lai P, Hillman JL , Yang J; 

XX 

DR WPI; 2000-387796/33. 

DR P-PSDB; AAY962 97. 
XX 

PT Immunoglobulin superf ami ly proteins, the agonist and antagonist of the 

PT protein is useful for preventing and treating disorders associated with 

PT altered levels of the protein such as cancer, immune system disorders. 
XX 

PS Claim 9; Page 99; 105pp; English. 
XX 

CC The present sequence is the human immunoglobulin superfamily protein 

CC IGFAM-9 gene, which was isolated from a cDNA library of breast tumour 

CC tissue. It is expressed in reproductive, gastrointestinal and immune and 

CC haematopoietic tissue, where cancer and inflammation are common. The 

CC gene, protein, its antibodies, agonists and antagonists are suitable for 

CC diagnosing and treating many diseases, including cancer, immune system 

CC disorders (such as inflammation, AIDS, allergies, anaemia, 

CC arteriosclerosis, asthma, atherosclerosis, cholecystitis, Crohn's 

CC disease, diabetes mellitus, emphysema. Graves' disease, hepatitis, 

CC multiple sclerosis, psoriasis, rheumatoid arthritis, scleroderma, 

CC systemic lupus erythematosus and ulcerative colitis) , complications of 



CC cancer, haemodialysis and extracorporeal circulation, trauma and 

CC haematopoietic cancer (such as leukaemia) and infections caused by 

CC bacteria, viruses, fungi or parasites 
XX 

SQ Sequence 817 BP; 202 A; 237 C; 197 G; 181 T; 0 U; 0 Others- 



Query Match 86.8%; Score 381.2; DB 3; Length 817; 

Best Local Similarity 92.4%; Pred. No. 9.7e-109; 

Matches 401; Conservative 0; Mismatches 33; Indels 0; Gaps 0; 



Qy 


1 


ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 

IIIMIIII III II IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

ATGGACATGAGAGTCCTCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 


60 


Db 


11 


70 


Qy 


61 


AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 


120 


Pb 


71 


1 Mil III II MUM lllllllll HIM mill II llllllllllll IMIIJIII 

AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTTGGAGACAGA 


130 


Qy 


121 


GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 

IIIIIMIMIIIIIIIMIIIIIMII Mlllll 1 IIIIIMMI IMIIII 

GTCACCATCACTTGTCGGGCGAGTCAGGACATTAGCAATTATTTAGCCTGGTTTCAGCAG 


180 


Db 


131 


190 


Qy 


181 


AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 

lllllll M IIIIMIIIIIIIIIillMII 1 IIIMIMIIIIIIIIIIIIIII 

AAACCAGGGACAGCCCCTAAGTCCCTGATCTATGATACATCCAGTTTGCAAAGTGGGGTC 


240 


Db 


191 


2 50 


Qy 


^ 241 


CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 

lllllll II lllllll Mill MUM IIMMII Mill IIIIIIM III lllllll 

CCATCAAAGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAACAGCCTG 


300 


Db 


251 


310 


Qy 


301 


CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 

MIMIIIilllMIIIMIIIIIIIIIIIIIIIM II lllllll II HIM 

CAGCCTGAAGATTTTGCAACTTATTACTGGCAACAGCATCATAGTTATCCTCTTAGTTTC 


360 


Db 


311 


370 


Qy 


361 


GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 

III MM Mill IIIIIIIMIIIIMIIIMIIIIIIIIIMIIIIIIIIIIIM 

GGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 


420 


Db 


371 


430 


Qy 


421 


CCGCCATCTGATGA 4 34 




Db 


431 


IIMIIIIIMIII 

CCGCCATCTGATGA 444 





RESULT 10 
AAS99473 

ID AAS99473 standard; cDNA; 974 BP. 
XX 

AC AAS99473; 
XX 

DT 12-MAR-2002 (first entry) 
XX 

DE Ant i- human AILIM monoclonal antibody clone Jmab-13 6, light chain cDNA. 
XX 

KW Human; antirheumatic; antiarthritic ; antidiabetic; antipsoriatic ; 

KW antiallergic; antiulcer; neuroprotective; antithyroid; vasotropic; 

KW immunosuppressive; dermatological ; antiinflammatory; hepatotropic ; 

KW activation inducible lymphocyte immunomodulatory molecule; AILIM; 



KW monoclonal antibody; allergy; rheumatoid arthritis; diabetes mellitus; 

KW multiple sclerosis; autoimmune thyroiditis; psoriasis; hepatitis; 

KW allergic contact -type dermatitis; chronic inflammatory dermatosis; 

KW systemic lupus erythematosus; autoimmune disorder; inflammation; ss; 

KW graft versus host reaction; immune rejection; intestinal immunity; 

KW ulcerative colitis; pneumonia; nephritis; vasculitis; pancreatitis. 
XX 

OS Homo sapiens . 
XX 

PN WO200187981-A2 . 
XX 

PD 22-NOV-2001. 
XX 

PF 15-MAY-2001; 2001WO- JP004035 . 
XX 

PR 18 -MAY- 2 0 00; 2 00 OJP -0 014 7116 . 

PR 30-MAR-2001; 2001JP- 00099508 . 
XX 

PA (NISB ) JAPAN TOBACCO INC. 
XX 

PI Tsuji T, Tezuka K, Hori N; 
XX 

DR WPI; 2002-075313/10. 

DR P-PSDB; AAU74297. 
XX 

PT New human monoclonal antibody that binds to activation inducible 

PT lymphocyte immunomodulatory molecule, useful for treating rheumatoid 

PT arthritis, multiple sclerosis and inflammation. 

XX 

PS Claim 45; Page 267-270; 300pp; English. 
XX 

CC The invention relates to a novel human antibody (I) , preferably a human 

CC monoclonal antibody which binds to an activation inducible lymphocyte 

CC immunomodulatory molecule (AILIM) . (I) is useful for modulating signal 

CC transduction into a cell mediated by AILIM, for modulating proliferation 

CC of AILIM-expressing cells, for modulating production of a cytokine from 

CC AILIM-expressing cells, and for inducing antibody-dependent cytotoxicity 

CC against AILIM-expressing cells and/or immune cytolysis or apoptosis of 

CC AILIM-expressing cells. (I) is useful for treating, preventing or 

CC prophylaxis of delayed type allergy. (I) is useful for treating and 

CC preventing various diseases associated with AILIM-mediated costimulatory 

CC transduction, and for inhibiting the onset and/or advancement of the 

CC diseases. (I) is useful for suppression, prevention and/or treatment of 

CC rheumatoid arthritis, multiple sclerosis, autoimmune thyroiditis, 

CC allergic contact -type dermatitis, chronic inflammatory dermatosis, 

CC systemic lupus erythematosus, insulin-dependent diabetes mellitus, 

CC psoriasis, autoimmune or allergic disorders, inflammation, graft versus 

CC host reaction, graft versus host disease, immune rejection, disorders 

CC caused by abnormal intestinal immunity, specifically inflammatory 

CC. intestinal disorders such as ulcerative colitis, pneumonia, hepatitis, 

CC nephritis, vasculitis, and pancreatitis . (I) induces.no serious 

CC immunore jection due to antigenicity to human, i.e., human anti-mouse 

CC antigenicity (KAMA) in a host. AAS994 4 4 -AAS9 94 7 7 represent anti-human 

CC AILIM monoclonal antibody coding sequences and PCR primers of the 

CC invention 

XX 

SQ Sequence. 974 BP; 246 A; 282 C; 232 G; 214 T; 0 U; 0 Other; 



Query Match 86.8%; Score 3 81.2; DB 6; 

Best Local Similarity 92.4%; Pred. No. le~108; 
Matches 401; Conservative 0; Mismatches 33; 



Length 974; 



Indels 0; Gaps 



0; 



Qy 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 60 

lllllllll I MUM MMMMIMIMMMMIMMM lllllllll II 

3 9 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 98 
Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

II I II II II I II M I I II II I I M II M I M II M M M II II M II M M 1 1 1 M 

99 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGA 15 8 
Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

IIIIIMIIIIIIIMIIIIIIIIIIIIIMIMIIII I IIIIIIIIIIIIMMIII 

Db 15,9 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGGTTGTTAGCCTGGTATCAGCAG 218 

Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Mlllll IMIMIMMI IIIIMIMI M II 1 1 II II M M I M I II I M M 

Db 219 AAACCAGGGAAAGCCCCTAAACTCCTGATCTATGTTGCATCCAGTTTGCAAAGTGGGGTC 27 8 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

MIMIMIMIMIMMIMIIMMIMMMMMMIMMMMIMMMIM 

Db 27 9 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 33 8 



Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTAGACTTTT 36 0. 

' M II 1 1 I M M II 1 1 I I II I II I I II I M M II . I I I II I II I II II II 

Db 33 9 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCGTGGACGTTC 3 98 

Qy 361 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

Mill MIMIMI MM MMIIIIMIIIIIIMIMMIIMMMIIIIMM 

Db 3 99 GGCCAAGGGACCAAGGTGGAAATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 58 

Qy 421 CCGCCATCTGATGA 43 4 

1 1 1 M 1 1 1 1 1 1 M I 

Db 45 9 CCGCCATCTGATGA 472 



RESULT 11 


AAT7 8B2 5 


ID 


AAT78825 standard; DNA; 3819 BP. 


XX 




AC 


AAT78825; 


XX 




DT 


23-JAN-1998 (first entry) 


XX 




DE 


Kappa light chain plasmid pLC6G5 . 


XX 




KW 


Ig; affinity constant; human; antigen; hybridoma; B cell; transgene 


KW 


transgenic; mouse; CD4 ; antibody; autoimmune; inflammatory; 


KW 


transplant rejection; immunoglobulin; ss. 


XX 




OS 


Synthetic. 


OS 


Homo sapiens. 


XX 




PN 


W09713852-A1 . 


XX 





PD 

XX 

PF 

XX 

PR 

XX 

PA 

XX 

PI 

XX 

DR 

XX 

PT 

PT 

XX 

PS. 

XX 

cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 
cc 

XX 
SQ 



17~APR--1997 . 



10-OCT -1996; 



96WO-US016433 . 



10 -OCT- 1995 ; 95US - 0 0 54 44 04 . 
(GENP-) GENPHARM INT INC. 
Lonberg Kay RM; 

WPI; 1997-235888/21. 

Novel anti-CD4 antibody produced by transgenic mice - used in the 
treatment of auto-immune disease etc. 

Example 42; Page 266-268; 396pp; English. 

A novel composition has been developed which comprises an immunoglobulin 
(Ig) having an affinity constant (Ka) of at least 2 multiply 1000000000 M 
-1 for binding to a predetermined human antigen. The present sequence 
represents the kappa light chain plasmid pLC6G5 which includes the kappa 
constant region and polyadenylation site, Anti- CD4 antibodies may be 
used in therapeutic and diagnostic applications, especially for the 
treatment of human diseases. These antibodies reduce activity of CD4 
cells and reduce undesirable autoimmune reactions, inflammatory response 
and transplant rejection. Transgenic animals are capable of producing 
heterologous antibodies of multiple isotypes by undergoing isotype 
switching. These animals produce a first Ig type that is necessary for 
antigen - stimulated B-cell maturation and can switch to encode and produce 
one or more subsequent heterologous isotypes 

Sequence 3819 BP; 947 A; 1015 C; 912 G; 945 T; 0 U; 0 Other; 



Query Match 8 6.1%; 

Best Local Similarity 92.5%; 
Matches 3 97; Conservative 



Score 377.8; DB 2 
Pred. No. 2.1e-107 
0; Mismatches 32 



Length 3 819; 

Indels 0; Gaps 0; 



Qy 6 CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 65 

nil I MM I IIIIMIM II IIIIIMMIIMIIIMIIIII IMIMI 

Db 244 5 CATGATGGTCCCAGCTCAGCTCCTCGGTCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATG 25 04 

Qy 66 TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 12 5 

IIIIMIIIIIIIMIIMMIMII M iriMIIIIIIIIIIMIIIMIIMM 

Db 25 05 CG ACATCC AGATG ACCCAGTCTCC ATCTTCCGTGTCTGCATCTGTAGGAG AGAGAGTCAC 25 64 



Qy 

Db 

Qy 

Db 

Qy 

Db 



12 6 CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 18 5 

MMIIMMIMIMIIIilM I II M II I II M II M M I M M M I M M Mill 

2 5 65 CATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAAACC 2 62 4 
186 AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 24 5 

M MMIIIMM IIMMMM MMMMMMMMMMM MMIIM 

2 62 5 AGGTAAAGCACCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGTGTCCCATC 2 684 
24 6 AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 3 05 

IIMIIIIIIII IIIIIIIIIIIIMIIMIMIIIIIIMIIIIIIMIIMIMIM 

2685 AAGGTTCAGCGGAAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 2 74 4 



Qy 3 06 TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTTGGCCA 3 65 

IMMMIMMMIIII II II MMM I IIIMI IIIIMIIIIIIMI II 

Db 2 74 5 TGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGTCA 2 8 04 

Qy 5 66 GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCGGCC 425 

III I II 1 1 i 1 1 1 1 1 1 M II 1 1 II 1 1 1 M I II I M M M M 1 1 M M 1 1 M 1 1 II II 11 1 

Db 2 805 GGGAACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCG 2 864 



Qy 426 ATCTGATGA 4 34 

IIIIMIII 
Db 2 865 ATCTGATGA 2 873 



RESULT 12 

AAV39266 ' ^ 

ID AAV39266 standard; DNA; 3819 BP. 

XX 

AC AAV39266; 
XX 

DT 18--DEC-1998 {first entry) 
XX 

DE Plasmid pLC6G5 nucleotide sequence. 
XX 

KW Transgenic animal; human heterologous antibody; transgene; 

KW i30t;ype switching; neutrophil efflux; reperfusion injury; CD4 binding; 

KW autoimmune reaction; inflammatory response; transplant rejection; 

KW acid induced lung injury; acute adult respiratory distress syndrome; 

KW ARDS; vasculitis; septic shock; allergic reaction; asthma; 

KW cystic fibrosis; ss. 

XX 

OS Synthetic. 
OS Homo sapiens. 
XX 

PN WOS824834-A1 . 
XX 

PD ll-JUN-1998. 
XX 

PF Ol-DEC-1997; 97WO-US021803 . 
XX 

PR 02-DEC-1996; 96US - 00758417 . 
XX 

PA (GENP-) GENPHARM INT. 
XX 

PI Lonberg N, Kay RM; 

XX 

DR WPI; 1998-333306/29. 
XX 

PT Hybridoma producing antibody specific for interleukin-8 - used to prevent 
PT efflux of neutrophils from vasculature, and treat reperfusion injury. 
XX 

PS Example 42; Page 317-319; 452pp; English. 
XX 

CC The present sequence represents a plasmid, pLC6G5, which contains a 

CC synthetic kappa light chain sequence (created using oligonucleotide 

CC AAV39244-65) . This synthetic sequence differs from natural sequences in 

CC that strings of repeated oligonucleotides are interrupted (to facilitate 

CC oligonucleotide synthesis and PGR amplification) , optimal translation 



CC initiation sites are incorporated and Hindll sites were engineered 

CC upstream of the translation initiation sites. The plasmid is used in the 

CC construction of minigenes for expression of IgGkappa anti CD4 antibodies, 

CC in the transgenic mouse of the invention. The specification describes 

CC transgenic non-human animals, especially a mouse, which are capable of 

CC producing a human heterologous antibodies of multiple isotypes by 

CC undergoing isotype switching. The transgenic animals have human heavy and 

CC light chain transgenes . The transgenes are capable of functionally 

CC rearranging a heterologous diversity (D) gene in a variable-diversity- 

CC junction (V-D-J) recombination. The transgenes include a heavy chain 

CC transgene comprising at least one V, D and J gene segment, and one 

CC constant region gene segment. The immunoglobulin (Ig) light chain 

CC transgene comprises at least one V and J gene segment and one constant 

CC region gene segment. The gene segments are heterologous to the transgenic 

CC animal. The antibody can be used to prevent efflux of neutrophils from^ 

CC vasculature. It can also be used to treat reperfusion injury. CD4 binding 

CC antibodies are used to reduce undesirable autoimmune reactions, 

CC inflammatory responses and rejection of transplanted organs. The anti-lL- 

CC 8 antibodies can reduce tissue damage and prolong survival in animal 

CC models of acute adult respiratory distress syndrome (ARDS) and acid 

CC induced lung injury. The anti-lL-8 antibodies can also be used for the 

CC treatment of vasculitis, septic shock, allergic reactions (e.g. asthma) 

CC and cystic fibrosis 

XX 

SQ Sequence 3819 BP; 947 A; 1015 C; 912 G; 945 T; 0 U; 0 Other; 

Query Match 8 6.1%; Score 3 77.8; DB 2 ; Length 3819; 

Best Local Similarity 92.5%; Pred. No. 2.1e-107; 

Matches 3 97; Conservative 0; Mismatches 32; Indels 0; Gaps 0; 



Qy 


6 


CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 

Mil M 1 1 1 1 1 M 1 1 1 M M 1 M 1 M 1 1 1 M 1 1 1 M 1 1 1 M 1 1 1 M 1 1 1 1 1 

CATGATGGTCCCAGCTCAGCTCCTCGGTCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATG 


65 


Db 


2445 


2504 


Qy 


66 


TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 

MIIMIIIIIIIIIMMIIIMII II IIIMMIIMMIIMIIIIMIIIII 

CGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCAC 


125 


Db 


2505 


2564 


Qy 


126 


CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 


185 


Db 


2565 


{IMIIIIIII MM MMMMMMMMMMMMMMM MIM 

CATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAAACC 


2624 


Qy 


186 


AGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 

II IIMI MUM IIMIIMM IIIIIIMMIIMIIMMM IIIMIM 

AGGTAAAGCACCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGTGTCCCATC 


245 


Db 


2625 


2684 


Qy 


246 


AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 

IMMMMMI IMIIIIMIIIMIIIIIMIIIIIMMIIMIMMMIIIMI 

AAGGTTCAGCGGAAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 


305 


Db 


2685 


2744 


Qy 


306 


TGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTTGGCCA 

IIMMMMIIMMM M M MUM 1 IMMI IIMMIMMIMI II 

TGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGTCA 


365 


Db 


2745 


2804 


Qy 


366 


GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 

III MIMIMMMMIMMMMMMMMMMMMIMMMMMMIMI 

GGGAACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 


425 


Db 


2805 


2864 



Qy 426 ATCTGATGA 4 34 

IIIIIIMI 

Db 2 865 ATCTGATGA 2 87 3 

RESULT 13 
AAZ22020 

ID AAZ22020 standard; DNA; 3819 BP. 
XX 

AC AAZ22020; 
XX 

DT 24-NOV-1999 (first entry) 
XX 

DE Nucleotide sequence of plasmid pLC6G5 . 
XX 

KW Transgenic animal; heterologous antibody; hybridoma; B cell; 

KW transgenic mouse; human heavy chain transgene; digoxin; 

KW human light chain transgene; immortalized cell; immunoglobulin; 

KW Shinga-like toxin; autoimmune disease; cancer; infectious disease; 

KW transplant rejection; blood disorder; coagulation disorder; ss. 

XX 

OS Synthetic- 
XX 

PN W09945962-A1 . 
XX 

PD 16-GEP-1999. 
XX 

PF 12-MAR-1999; 99WO-US005535 . 
XX 

PR 13-MAR-1998; 98US- 00042353 . 
XX 

PA ■ (GENP-) GENPHARM INT INC. 
XX 

PI Lonberg N, Fishwild DM, Ball WJ; 
XX 

DR WPI; 1999-551219/46. 
XX 

PT Novel transgenic non-human animals used to produce heterologous 

PT antibodies. 

XX 

PS Example 42; Page 318-320; 484pp; English. 
XX 

CC The specification describes transgenic animals that are capable of 

CC producing a heterologous antibody. The antibodies are isolated form a 

CC hybridoma, comprising B cells, that is obtained from a transgenic mouse 

CC having a genome comprising a human heavy chain transgene and a human 

CC light chain transgene. The B cells are fused to immortalized cells 

CC suitable for generating a hybridoma, which produces a detectable amount 

CC of an immunoglobulin that specifically binds digoxin or Shinga-like 

CC toxin. B cells from transgenic animals can be used to generate hybridomas 

CC expressing monoclonal high affinity human sequence antibodies. Antibodies 

CC produced from the transgenic animals of the invention can be used to 

CC treat human diseases, e.g. autoimmune diseases, cancer, infectious 

CC disease, transplant rejection, blood disorders such as coagulation 

CC disorders and other diseases. The present sequence is used in the course 

CC of the invention 



XX 

SQ Sequence 3819 BP; 947 A; 1015 C; 912 G; 945 T; 0 U; 0 Other; 



Query Match 86.1%; Score 377.8; DB 2/ Length 3819'; 

Best Local Similarity 92,5%; Pred . No. 2.1e-107; 

Matches 3 97; ^Conservative 0; Mismatches 32; Indels 0; Gaps 0; 
Qy 6 CATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCCAGATG 65 

MM I MM MMMMM M MMIMIMMM MMMMI MMMI 

Db 24 4 5 CATGATGGTCCCAGCTCAGCTCCTCGGTCTCCTGCTGCTCTGGTTCCCAGGTTCCAGATG 2 504 

Qy 6 6 TGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGAGTCAC 12 5 

MMMMIMMMMMMMMI M M M M I M M M M M M M M M I M 

Db 2 5 05 CGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCAC 2 564 



Qy 3 26 CATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACC 18 5 

MMMMMMMMMMIM M M M M M M M I M M I M I M M M I MMI 

Db 2 565 CATCACTTGTCGGGCGAGTCAGGATATTAGCAGCTGGTTAGCCTGGTATCAGCATAAACC 2 624 

Qy 18 6 AGAGAAAGCCCCTAAGTGCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTCCCATC 245 

M IMM MMM MMMIMI MMMMMMIMIMIMI MMMM 

Db 2 6 25 AGGTAAAGCACCTAAGCTCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGTGTCCCATC 2 684 

Qy 24 6 AAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 3 05 

MMMM MM MMMMMMIMMMMMMIMMMMIMMMMMM 

Db 2 6 85 AAGGTTCAGCGGAAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCC 2 744 



Qy 3 0 6 TGAAGATTTTGCAACTTATTACTGCCAACAGT ATGATAGTTACCCGTACACTTTTGGCCA 3 65 

IMMIMMMMMM M M MMM I MMM MMMMMMMI M 

Db 2 74 5 TGAAGATTTTGCAACTTACTATTGTCAACAGGCTAATAGTTTCCCGTACACTTTTGGTCA 2 804 

Qy 3 66 GGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 4 25 

Ml MMMMMMMMIMMMMMMIMMMMMMMMMM 

Db 2 8 05 GGGAACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCC 2 864 

Qy 4 26 ATCTGATGA 43 4 

MMMMI 
Db 2 865 ATCTGATGA 2 873 



RESULT 14 
AAH41157 

ID AAH41157 standard; DNA; 438 BP. 
XX 

AC AAH41157; 
XX 

DT 22-AUG-2001 (first entry) 
XX 

DE Human coding sequence SEQ ID 11. 
XX 

KW Human; ant iarthritic ; cardiant; monoclonal antibody; keloid; arthritis; 
KW Tumour Growth Factor-beta II receptor; TGF-beta II receptor; atopy; 
KW signal transduction inhibition; tissue fibrosis; atherosclerosis; ds . 
XX 

OS Homo sapiens . 
XX 

PN WO200136642-A1 . 



XX 

PD 2 5 -MAY -2 001. 
XX 

PF 17-NOV-2000; 2 00 OWO - JPG 0 8 12 9 . 
XX 

PR 18-NOV-1999; 99JP- 0032 8681 . 

PR 08-NOV-2000; 2000JP-00340216 . 
XX 

PA (NISB ) JAPAN TOBACCO INC. 
XX 

PI Sakamoto S, Kamada M; 
XX 

DR WPI; 2001-343825/36. 

DR P-PSDB; AAB99115 . 
XX 

PT Human monoclonal antibodies recognizing human TGF-beta II receptor, 

PT useful for treating TGF-beta associated diseases such as tissue fibrosis. 

XX 

PS Example 12; Page 103-104; 118pp; Japanese. 
XX 

CC The present invention relates to novel human monoclonal antibodies. The 

CC antibodies can bind to human Tumour Growth Factor-beta (TGF-beta) II 

CC receptor, resulting in the inhibition of the signal transduction of human 

CC TGF-b??ta into cells. The antibodies can be used for the prevention ■ and 

CC treatment of diseases associated with the production of TGF-beta, such as 

CC tissue fibrosis in the lung, liver, skin, kidney or other tissues, 

CC atherosclerosis/ atopy, keloid and arthritis. The present sequence was 

CC used in the present invention 

XX 

SQ Sequence 438 BP; 103 A; 123 C; 111 G; 101 T; 0 U; 0 Other; 

Query Match 85.7%; Score 376.4; DB 4; Length 438; 

Best Local Similarity 91.7%; Pred. No. 2.4e-107; ' 

Matches 398; Conservative 0; Mismatches . 36; Indels 0; .Gaps 0 



Qy 


1 


ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 

Mini III 1 llllll MlllillllllMIIIIIIIMMII IIIMMIIIII 

ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTGCC 


60 


Db 


1 


60 


Qy 


61 


AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 


120 


Db 


61 


II 1 1 1 1 1 II II 1 1 1 II M 1 1 1 1 1 M 1 1 M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 II 

AGGTGTGACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGA 


120 


Qy 


121 


GTCACCATCACtTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 


180 


Db 


121 


IIIIIIIIIIIMI Mill IIIIIMI Mill 1 MM IIIIMMIIMI 

GTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGGTATCAGCAG 


180 


Qy 


181 


AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 

IMMII IMIIIIIIIIII llllllllll MMMMMMMMMMMMM 

AAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGGTC 


240 


Db 


181 


240 


Qy 


241 


CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 


300 


Db 


241 


IMMMMIMIMMMMI IMMMIIIII IIIIIIIIIM IMIIMIIIII 

CCATCAAGGTTCAGCGGCAGTGCATCTGGGACAGAATTCACTCTCACAATCAGCAGCCTG 


300 


Qy 


301 


CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 

MIMMIIIIIIIIIIIIIIIMIIIII 1 MM II Mill Mill llllll 


360 



Db 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGTCTACAGCATAATAGTAACCCGCTCACTTTC 360 



Qy 361 GGCCAGGGGAGCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC .4 2 0 

III MIMIIII lllllilllMIIIIIIIIIIIIIIIIIIIIIMIIIIMMM 

Db 361 GGCGGAGGGACCAAGGTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTG 42 0 

Qy 421 CCGCCATCTGATGA 4 34 

Ililllllllllll 
Db 421 CCGCCATCTGATGA 4 34 



RESULT 15 
ABT31882 

ID ABT31882 standard; DNA; 728 BP. 
XX 

AC ABT31882; 
XX 

DT ' Ol-MAY-2003 {first entry) 
XX 

DE Anti-CD40 monoclonal antibody related DNA SEQ ID Mo 65. 
XX 

KW Antiallergic; haemostatic; immunomodulator ; cytostatic; antibody; 

KW human CD4 0; IL-12; LPS; lipopolysaccharide ; IFNgamma; interferon gamma; 

KW dendritic cell; high G28-5; CD95 expression; high G28-5; B cell line; 

KW immunoactivator ; anti -tumour agent; immunosuppressant; allergy; 

KW autoimmune disease; coagulation factor VIII inhibitor; anti-CD40; gene; 

KW ds . 

XX 

OS Unidentified. 
XX 

PN WO200288186-A1. 
XX 

PD 07-NOV--2002 . 
XX 

PF 26-APR-2002; 2002WO- JP0042 92 . 
XX 

PR 27-APR-2001; 2001WO-US013672 . 

PR ll-MAY-2001; 200 UP- 0 01424 82 . 

PR 05-OCT-2001; 2001JP-00310535 . 

PR 26-OCT-2001; 2 0 0 lUS - 0 0 04 02 44 . 
XX 

PA (KIRI ) KIRIN BEER KK . 
XX 

PI Mikayama T, Yoshida H, Force WR, Chen X, Takahashi N; 
XX 

DR WPI; 2003-120463/11. 

DR P-PSDB; ABJ36940. 
XX 

PT Anti-CD40 monoclonal antibody with antagonist/agonist activity to CD40, 

PT or functional fragment, is useful in the treatment of e.g. autoimmune 

PT diseases or cancer. 
XX 

PS Claim 16; Page 59-60; 94pp; Japanese . 
XX 

CC The invention relates to an antibody to human CD40, or its functional 

CC fragment, has at least one of the following properties: acting on 

CC dendritic cells to produce IL-12 in the presence of LPS 



CC (lipopolysaccharide) and IFNgamma (interferon gamma); acting on dendritic 

CC cells to activate maturity of the dendritic cells with high G28-5 

CC antibody; and activating CD95 expression with high G28-5 antibody against 

CC B cell line. Such antibodies or functional fragments can be used as 

CC immunoactivators , anti -tumour agents, immunosuppressants, and as remedies 

CC for autoimmune diseases, allergy or coagulation factor VIII inhibitors 

CC syndrome. This polynucleotide sequence represents a coding DNA sequence 

CC relating to the anti-CD40 monoclonal antibody of the invention 

XX 

SQ Sequence 728 BP; 183 A; 201 C; 195 G; 149 T; 0 U; 0 Other;. 

Query Match 85.7%; Score 3 7 6.4; DB 8; Length 728; 

Best Local Similarity 91.7%; Pred . No. 2.9e-107; 

Matches 398; Conservative 0; Mismatches 36; Indels 0; Gaps 0; 
Qy 1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

IMIIMM I llllll IIIIIIIIIMIMIIIIMIIIIMI IIMMMI II 

Db 5 9 ATGGACATGAGGGTCCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTTCC 118 

Qy 61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

Mill IIIIMI llllllll III llllll M II llllll IMIIIIIIIIIIIII 

Db 119 AGATGCGACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGGATCTGTAGGAGACAGA 17 8 



Qy 121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 

IIIIIIIIIMIIIIIIIMIIIIIMIIIIIIIIMIIMIIIIIIMMIIIIMIII 

Db 17 9 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 2 3 8 



Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IIIIMI II Mini Mill MM III II I III IIMIMI Mill IIMMMI 

Db 23 9 AAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGGATCCAGTTTGCAAAGTGGGGTC 2 98 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 

I Mill III I II Ml I III 1 1 Ml I MM IIIIMI lllllllllllllllllllllll 

Db 2 99 CCATCAAGGTTCAGCGGCAGTGGATTTGGGACAGATTTCACTCTCACCATCAGC AGCCTG 358 

Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

MMIMMMMIMMIMM II M MUM I IIIIMI II II 

Db 3 59 CAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAGCAGTTTCCCTCGGACATTC 418 

Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

MM! IIMMMI II MM II I MM M II 1 1 II I II M M 1 1 II II I II M I M 

Db 419 GGCCAAGGGACCAAGGTGGAGATCAAACGTACGGTGGCTGCACCATCTGTCTTCATCTTC 47 8 

Qy 421 CCGCCATCTGATGA 4 34 

IIIMIIIIMMI 

Db 479 CCGCCATCTGATGA 4 92 



Search completed: December 2, 2004, 13:06:00 
Job time : 341.909 sees 

GenCore version 5.1.6 
Copyright (c) 1993 - 2 0 04 Compugen Ltd. 



CM nucleic - nucleic search, using sw model 



Run on: 



December 2, 2004 , 12 : 19 : 03 ; Search time 64.118 Seconds 

(without alignments) 
4866.596 Million cell updates/sec 



Title: US-08-728-463B-208 
Perfect score: 439 

Sequence: 1 ATGGACATGGAGTTCCCCGT CCCGCCATCTGATGAAGCTT 43 9 

Scoring table: IDENTITYNUC 

Gapop 10,0 , Gapext 1.0 ' 

Searched: 824507 seqs, 355394441 residues 

Total number of hits satisfying chosen parameters: 1649014 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -processing : 



Minimum Match 0% 
Maximum Match 10 0% 
Listing first 45^ summaries 
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RESULT 1 

US-09-042-353-360 

; Sequence 360, Application US/09G42353 

; Patent No. 6255458 

; GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 

APPLICANT: Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 6255458 -Human Animals for 
TITLE OF INVENTION: Producing Heterologous Antibodies 
NUMBER OF SEQUENCES: 421 
CORRESPONDENCE ADDRESS: 
; ADDRESSEE: Townsend and Townsend and Crew LLP 

; STREET: Two Embarcadero Center, Eighth Floor 

CITY: San Francisco 

STATE: California 

COWJTRY: USA 

ZIP: 94111-3834 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patentin Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/042 , 353 
FILING DATE: 13-MAR-1998 



CLASSIFICATION : 800 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/810,279 

FILING DATE: 17-DEC~1991 
PRIOR .APPLICATION DATA: 

APPLICATION NUMBER: US 07/853,408 

FILING DATE: 18-MAR-I992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/904,068 

FILING DATE: 23-JUN-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/990,860 

FILING DATE: 16-DEC-1992 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/053,131 

FILING DATE: 26-APR-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/096,762 

FILING DATE: 22-JUL~I993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/155,301 

FILING DATE: 18 -NOV- 1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/161,739 

FILING DATE: 03-DEC-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/165,699 

FILING DATE: lO-DEC-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/209,741 

FILING DATE: 09-MAR-1994 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/352,322 

FILING DATE: 07-DEC-1994 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/544,404 

FILING DATE: lO-OCT-1995 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/728,463 

FILING DATE: lO-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US96/16433 

FILING DATE: lO-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/758,417 

FILING DATE: 02-DEC-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US97/21803 

FILING DATE: Ol-DEC-1997 
ATTORNEY/AGENT INFORMATION: 

NAME: Apple, Randolph T. 

REGISTRATION NUMBER: 36,429 

REFERENCE /DOCKET NUMBER: 014643 -009040US 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (415) 576-0200 

TELEFAX: (415) 576-0300 
INFORMATION FOR SEQ ID NO: 360: 



SEQUENCE CHARACTERISTICS : 
LENGTH: 439 base pairs 
TYPE: nucleic acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: DNA 
US-09-042-353-360 



Query Match 100.0%; Score 43 9; DB 3 ; Length 43 9; 

Best Local Similarity 100.0%; Pred . No. l.le-133; 

Matches 43 9; Conservative 0; Mismatches 0; Indels 0; 



Gaps 



0. 



Qy 

Db 



J ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 

MIIMIIMIMIIIIIMIIIIIIIIIMIIIIIIIIIIIIIMIIIIMIIIIIIII 

1 ATGGACATGGAGTTCCCCGTTCAGCTCCTGGGGCTCCTGCTGCTCTGTTTCCCAGGTGCC 6 0 



Qy 

Db 



6 1 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 

1 1 I 1 1 1 1 1 I 1 1 I 1 1 1 1 1 I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 

61 AGATGTGACATCCAGATGACCCAGTCTCCATCCTCACTGTCTGCATCTGTAGGAGACAGA 12 0 



Qy 



Db 



121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 18 0 

1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 

121 GTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGGTATCAGCAG 180 



Qy 181 AAACCAGAGAAAGCCCCTAAGTCCCTGATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

IMIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIIIIIIIMIIIII 

Db 1 8 1 AAACCAGAGAAAGCCCCTAAGTCCCTG ATCTATTCTGCATCCAGTTTGCAAAGTGGGGTC 24 0 

Qy 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 0 0 

IIIIIMIIIIIIIIMMIIIIIIIIMIIIIIIIIIMIIIIIIIIMMIIIIIIM 

Db 241 CCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTG 3 00 



Qy 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCCGTACACTTTT 3 60 

! 1 1 1 1 1 M i I M 1 1 1 i M 1 1 1 1 1 M i 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 

Db 3 01 CAGCCTGAAGATTTTGCAACTTATTACTGCCAACAGTATGATAGTTACCGGTACACTTTT 3 6 0 



Qy 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 4 2 0 

IIMIIIIIIIIIIIIIIIIMIMIIIIIMIIIIIIIIIIIIIIMIIIIIIIIIIII 

Db 3 61 GGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTC 42 0 

Qy 421 CCGCCATCTGATGAAGCTT 43 9 

1 1 1 I ! 1 1 1 1 1 1 I 1 1 1 1 1 M 

Db 421 CCGCCATCTGATGAAGCTT 43 9 



RESULT 2 

US -08 - 758-41 7A -208 

; Sequence 208, Application US/08758417A 
; Patent No. 6300129 

GENERAL INFORMATION: 

APPLICANT: Lonberg, Nils 
Kay, Robert M. 

TITLE OF INVENTION: Transgenic No. 6300129-Human Animals for 
; Producing Heterologous Antibodies 

NUMBER OF SEQUENCES: 417 
CORRESPONDENCE ADDRESS: 

ADDRESSEE : Townsend and Townsend and Crew LLP 



